Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Phe Gin Asn Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
450 455 460 

Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 

Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 

Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 - 720 
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Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys lie Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 . 780 

Val Ala Asn Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 

Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 

<210> 360 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 360 

gggcttcccg ccatcaagaa gacgaagaag acgggcaagc gc 

<210> 361 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 361 

gcgcttgccc gtcttcttcg tcttcttgat ggcgggaagc cc 
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<210> 362 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 362 

atgcttttgc aggtggccaa cgaactggtc etc 33 
<210> 363 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 363 

gaggaccagt tcgttggcca cctgcaaaag cat 33 
<210> 364 
<211> 2496 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 364 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tgtttgacgc caaggccccc tccttccgcc accagaccta cgaggcctac 24 0 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 
atggtggacc ttttgggcct ggagcgcctc gaggtgccgg gctttgaagc ggatgacgtc 360 
ctggctaccc tggccaagaa ggcggaaaag gaaggctacg aagtgcgcat cctcaccgcg 420 
gaccgggacc tttaccagct tctttcggag cgaatctcca tccttcaccc ggagggttac 480 
ctgatcaccc cggagtggct ttgggagaag tatgggctta agccttccca gtgggtggac 540 
taccgggcct tggccgggga cccttccgac aacatccccg gcgtgaaggg catcggggag 600 
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2220 


cgggaggcag 
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ttgcaggtgc acaacgaact ggtcctcgag gctcccaagg agcaagcgga ggaagtcgcc 2400 
caggaggcca agcggaccat ggaggaggtg tggcccctga aggtgccctt ggaggtggaa 2460 
gtgggcatcg gggaggactg gctttccgcc aaggcc 24 96 

<210> 365 
<211> 832 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 365 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie. Leu Thr Ala Asp Arg Asp Leu 
130 135 ^ 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 
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Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val Tyr Arg Ala Glu 
325 330 335 

Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly lie Ala Leu Ala 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala Leu 
405 410 415 

Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val Glu 
450 455 460 

Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val lie Phe Asp 



Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly Thr 



485 



490 



495 



530 



535 



540 



Tyr lie Asp Pro Leu Pro Ala 
545 550 



Leu Val His Pro Lys Thr Asn Arg Leu 
555 560 
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His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val Val 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Ser 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val Arg 
690 695 . 700 

Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg 
725 730 735 

Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val His 
770 775 780 

Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala Glu Glu Val Ala 
785 790 795 800 

Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro Leu Lys Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys Ala 
820 825 830 

<210> 366 
<211> 2505 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 366 



atgaattcca 


ccccactttt 


tgacctggag 


gaacccccca 


agcgggtgct 


tctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttctat 


gccctgagcc 


tcaccacctc 


ccggggggag 


120 


ccggtgcaga 


tggtctacgg 


cttcgcccgg 


agcctcctca 


aggccttgaa 


ggaggacgga 


180 


caggcggtgg 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cgggccgggc 


ccccaccccg 


gaggacttcc 


cccgccagct 


cgccttggtc 


300 


aagcggctgg 


tggaccttct 


gggctttacc 


cgcctcgagg 


ccccggggta 


cgaggcggac 


360 


gacgtcctgg 


gcaccctggc 


caagaaggcc 


gaaagggagg 


ggatggaggt 


gcgcatcctc 


420 


acgggagacc 


gggacttctt 


ccagctcctc 


tccgagaagg 


tctcggtcct 


cctgccggac 


480 


gggaccctgg 


tcaccccaaa 


ggacgtccag 


gagaagtacg 


gggtgccccc 


ggagcgctgg 


540 


gtggacttcc 


gcgccctcac 


gggggaccgc 


tcggacaaca 


tccccggggt 


ggcggggata 


600 


ggggagaaga 


ccgcccttcg 


actcctcgca 


gagtggggga 


gcgtggaaaa 


cctcctgaag 


660 


aacctggacc 


gggtaaagcc 


ggactcgctc 


cggcgcaaga 


tagaggcgca 


cctcgaggac 


720 


ctccacctct 


ccttagacct 


ggcccgcatc 


cgcaccgacc 


tccccctgga 


ggtggacttt 


780 


aaggccctgc 


gccgcaggac 


ccccgacctg 


gagggcctga 


gggccttttt 


ggaggagctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctcctgggag 


gggagaagcc 


ccgggaggag 


900 


gccccctggc 


ccccgcccga 


aggggccttc 


gtgggcttcc 


tcctttcccg 


caaggagccc 


960 


atgtgggcgg 


agcttctggc 


cctggcggcg 


gcctcgggcg 


gccgcgtcca 


ccgggcaaca 


1020 


agcccggttg 


aggccctggc 


cgacctcaag 


gaggcccggg 


ggttcctggc 


caaggacctg 


1080 


gccgttttgg 


ccctgcggga 


gggggtggcc 


ctggacccca 


cggacgaccc 


cctcctggtg 


1140 


gcctacctcc 


tggacccggc 


caacacccac 


cccgaggggg 


tggcccggcg 


ctacgggggc 


1200 


gagttcacgg 


aggacgcagc 


ggagagggcc 


ctcctctccg 




ccagaacctc 


1260 


tttaaacggc 


tttccgagaa 


gctcctctgg 


ctctaccagg 


ci99tggagcg 


gcccctctcc 


1320 


cgggtcttgg 


cccacatgga 


ggcccggggg gtgaggctgg 


acgtccccct 


tctggaggcc 


1380 


ctctcctttg 


agctggagaa 


ggagatggag 


cgcctggagg gggaggtctt 


ccgtttggcc 


1440 


ggccacccct 


tcaacctcaa 


ctcccgcgac 


cagctggaaa 


gggtcctctt 


tgacgagctg 


1500 


ggcctcaccc 


cggtgaagcg 


gacgaagaag 


acgggcaagc 


gctccaccgc 


ccagggggcc 


1560 


ctggaggccc 


tccggggggc 


ccaccccatc 


gtggagctca 


tcctccagta 


ccgggagctt 


1620 


tccaagctca 


aaagcaccta 


cctggacccc 


ctgccccggc 


tcgtccaccc 


gcggacgggc 


1680 


cggctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


gaaggctttc 


cagctccgac 


1740 


cccaacctgc 


agaacatccc 


cgtgcgcacc 


cccttggggc 


agcgcatccg 


caaggccttc 


1800 


gtggccgagg 


aggggtggct 


ccttttggcg 


gcggactact 


cccagattga 


gctccgggtc 


1860 
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ctacrcccacc tctcQQQQcia 


cgagaacctg 


aagcgggtct 


tccgggaggg gaaggacatc 


1920 


cataccgaga ccgccgcctg 


aatqttcQQC 

3»-*^3*-*-^33^ 


ttagaccccg 


ctctggtgga 


tccaaagatg 


1980 


CQCCQQQCQQ ccaaQacQCft 


caacttcggc 


gtcctctacg 


ggatgtccgc 


ccacaggctc 


2040 


tcccaggagc tcggcataga 


ctacaaggag 


gcQQagqcct 


ttattgagcg 


ctacttccag 


2100 


agcttcccca aggtgcgggc 


ctggatagaa 


aggaccctgg 


aggagggccg 


gacgcggggc 


2160 


tacgtggaga ccctgttcgg 




tatgtgcccg 


acctggcctc 


ccgggtccgc 


2220 


tcautQCQcrcT aQQCQQCcrcra 

^^33*-3'-'333 "33^33^33'-* 


QCQQatQQCC 


ttcaacatgc 


ccgtgcaggg 


caccgccgcc 


2280 


gacctgatga agatcgccat 


ggtcaagctc 


ttccccaggc 


taaagcccct 


gggggcccac 


2340 


ctcctcctcc aagtggccaa 


cgagctggtc 


ctggaggtgc 


ccgaggaccg 


ggccgaggag 


2400 


gccaaggccc tggtcaagga 


ggtcatggag 


aacgcctacc 


ccctggacgt 


gcccctcgag 


2460 


gtggaggtgg gcgtgggtcg 


ggactggctg 


gaggcgaagc 


aggat 




2505 



<210> 367 

<211> 835 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 367 

Met Asn Ser Thr Pro Leu Phe 
1 5 

Leu Leu Val Asp Gly His His 
20 

Ser Leu Thr Thr Ser Arg Gly 
35 

Ala Arg Ser Leu Leu Lys Ala 
50 55 

Val Val Phe Asp Ala Lys Ala 
65 70 

Ala Tyr Lys Ala Gly Arg Ala 
85 

Leu Ala Leu Val Lys Arg Leu 
100 

Glu Ala Pro Gly Tyr Glu Ala 
115 

Lys Ala Glu Arg Glu Gly Met 
130 135 

- 444 - 



Asp Leu Glu Glu 
10 

Leu Ala Tyr Arg 
25 

Glu Pro Val Gin 
40 

Leu Lys Glu Asp 



Pro Ser Phe Arg 
75 

Pro Thr Pro Glu 
90 

Val Asp Leu Leu 
105 

Asp Asp Val Leu 
120 

Glu Val Arg He 



Pro Pro Lys Arg Val 
15 

Thr Phe Tyr Ala Leu 
30 

Met Val Tyr Gly Phe 
45 

Gly Gin Ala Val Val 
60 

His Glu Ala Tyr Glu 
80 

Asp Phe Pro Arg Gin 
95 

Gly Phe Thr Arg Leu 
110 

Gly Thr Leu Ala Lys 
125 

Leu Thr Gly Asp Arg 
140 



Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Phe Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Val Ala Leu Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Phe Gin Asn Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
450 455 460 

Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 ' 470 475 480 
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Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 

Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg He Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp He 
625 630 635 640 

His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 

Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly He Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp He Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys He Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 
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Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 

<210> 368 

<211> 2496 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 368 



atgaattccc 


tgcccctctt 


tgagcccaag 


QQCCciacrtac 


ttctocitaaa 


cacrccaccac 


60 


ctggcctacc 


gtacct tt t t 


taccctaaaa 


acrcct caeca 




cscs?i CSC coot' C 


120 


caggcggtgt 


acgggtttgc 


caagagcct t 


ttciaaQcjcac 


t aaaaoaaaa 




180 


gtoatcgtaq 


tgtttgacgc 


caaggccccc 


tcct tccgcc 


accagaccta 


caaacrcc tac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agct tgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


ggagggttac 


480 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tatgggctta 


agccttccca 


gtgggtggac 


540 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


catcggggag 


600 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


ggaagcctgg 


aaaaccttct 


taagcacctg 


660 


gaacaggtga 


aacctgcctc 


cgtgcgggag 


aagatcctta 


gccacatgga 


ggacctcaag 


720 


ctatccctgg 


agctatcccg 


ggtgcacacg 


gacttgctcc 


ttcaggtgga 


cttcgcccgg 


780 


cgccgggagc 


cggaccggga 


ggggcttaag 


gcctttttgg 


agaggctgga 


gttcggaagc 


840 


ctcctccacg 


agttcggcct 


gttggaaagc 


ccggtggcgg 


cggaggaagc 


tccctggccg 


900 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


ctttcccgcc 


ccgagcccat 


gtgggcggag 


960 


cttaacgcct 


tggccgccgc 


ctggggcggc 


cgcgtttacc 


gggcggagga 


tcccttggag 


1020 


gccttgcggg 


ggcttgggga 


ggtgaggggg 


cttttggcca 


aggacctggc 


ggtgctggcc 


1080 


ctgagggaag 


ggattgccct 


ggcaccgggc 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gatccttcca 


acaccgcccc 


cgaaggggta 


gcccggcgct 


acggggggga 


gtggaccgag 


1200 
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gaqqcgggqq 


aaagggcgct 


gctttccgaa 


aggctttacg 


ccgccctcct 


qaaqcqqctt 
^^^^^^^^ 


1260 


aagggggagg 


agaggcttct 


ttggctttac 


gaggaggtgg 


aaaagcccct 


ttcqcqqqtc 


1320 


ctggcccaca 


tggaggccac 


qqqqqtacqq 


ttggatgtgg cctacttaaa 


ggccctttcc 


1380 


Ctqqaqqtqq 


aqqcqqaqat 


aaggcgcttc 


gaggaggagg 


tccaccgcct 


qacCQqqcat 


1440 


cctttcaacc 


tgaactcccg 


ggaccagctg 


gaaagggtca 


tctttgacga 


act t craac 1 1 


1500 


cccgccatca 


agaagacgag 


qaaqacqqqc 


aagcgctcca 


ccagcgccgc 


cgt t ttggag 


1560 


QCCttQCQQQ 

-7 ^ ^ *- Z3 ^ Z3 Z5 ZJ 


aggctcatcc 


catcgtggac 


cgcatccttc 


agtaccggga 


get ttccaag 


1620 


ctcaagggaa 


cctacatcga 


tcccttgcct 


gccctggtcc 


accccaagac 


gaaccgcctc 


1680 


cacacccgtt 


tcaaccagac 


ggccaccgcc 


acggggaggc 


ttagcagctc 


ggatcctaat 


1740 


ctgcaaaata 


tccccgtgcg 


cacccctttg 


ggccagcgga 


tccgccgggc 


cttcgtggcc 


1800 


qaqqaqqqqt 


qqaqqctqat 


ggttttggac 


tacagccaga 


ttgagctcag 


ggtcctggcg 


1860 


cacctttccg 


gggacgagaa 


cctaatccgg 


gtcttccagg 


agggccagga 


catccacacc 


1920 


cagacggcca 


gctggatgt t 


cggcgtgccc 


ccagaggccg 


tggattccct 


aatcrcaccaa 


1980 


qcqqccaaqa 


ccatcaactt 


cggcgtcctc 


tacggcatgt 


ccgcccaccg 


gctttcggga 


2040 


gagctggcca 


tcccctacga 


qqaqqcqqtq 


gccttcatcg 


agcggtattt 


ccagagctac 


2100 


cccaaggtgc 


gggcctggat 


tgagaaaacc 


ctacrccraaaa 

Vrf ^33^33»«^ 


aaccrcrcxaaccr 


qqqctatqtq 


2160 


gaaaccctct 


ttggccgccg 


qcqctacqtq 


cccgacttgg 


cttcccgggt 


gaagagcatc 


2220 


^ 3 *-* 3 3 ^ 3 


cggagcgcat 


ggccttcaac 


atgccggtcc 


aggggaccgc 


cgcggatttg 


2280 


atgaaactgg 


ccatggtgaa 


gctctttccc 


aggcttcagg 


agctgggggc 


caggatgctt 


2340 


ttgcaggtgc 


acaacgaact 


ggtcctcgag 


gctcccaagg 


agcaagcgga 


ggaagtcgcc 


2400 


caggaggcca 


agcggaccat 


ggaggaggtg 


tggcccctga 


aggtgccctt 


ggaggtggaa 


2460 


gtgggcatcg 


gggaggactg 


gctttccgcc 


aaggcc 






2496 



<210> 369 

<211> 832 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 369 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250" 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 



- 449 - 



Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val Tyr Arg Ala Glu 
325 330 335 

Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly lie Ala Leu Ala 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala Leu 
405 410 415 

Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val Glu 
450 455 460 

Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val lie Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly Thr 
530 535 540 

Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Asn Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val Val 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Ser 
645 650 655 
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Leu Met Arg Arg Ala Ala hys Thr lie Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala He Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val Arg 
690 695 700 

Ala Trp He Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg 
725 730 735 

Val Lys Ser He Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val His 
770 775 780 

Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala Glu Glu Val Ala 
785 790 795 800 

Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro Leu Lys Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys Ala 
820 825 830 

<210> 370 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 370 

ccctccgaca acctcgccgg ggtcaagggc ate 
<210> 371 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 371 

ccctccgaca acctcaaggg ggtcaagggc ate 33 

<210> 372 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 372 

gaggttgtcg gaggggtc 18 

<210> 373 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 373 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


^ggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg acccccgagg acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg 


acaacctcgc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


999ga^gcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 
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stgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtgca 




1 09 n 

X u 


gaccccttgg 


cqqaqctaaa 


ggacctcaag gaggtccggg gcctcctcgc 


Caayyaccuc 


1 A Q n 


gccgtcttgg 


cctcqaqqqa 


9999ctagac 


ctcgtgcccg 


gggacgaccc 


4- f~r (~* +- /— 1 1^ 4- 

^-dL-yo^cccuc 




gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


cca.cgggggg 


1 0 n n 

X Z U V 


9^9tggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


^9^99Ctcca 


t~ f~^nn a -a /— < -f- 
u^—y y ctdot* Uvi- 


1 9 n 
J. z o u 


cttaagcgcc 


tcqaqqqqqa 


ggagaagctc 


ctttggctct 


accacgaggt 


yy 0.0.0. ciyccc 


1 "3 O A 

X J z u 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


99cgggacgt 


ggcccacccc 


1 O Q A 
X J O U 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


yy L.CU Lccgc 


T ^ /I A 

X44 U 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


ycuccLuyac 


1 C A A 

Xd U U 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


^o^i^oyL^yL'^ 


T c zr A 


gcggtgctgg 


aggccctacg 


99^99cccac 


cccatcgtgg 


agaagatcct 


^v^oy^ctv^^yy 


X O Z VJ 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


T /r Q A 
X O O U 


^cgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1 '7/1 A 
X /ft u 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1 Q A A 

X o U U 


gccttcgtgg 


ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 


T Q ^ A 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


T Q 0 A 

xyz u 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1 Q Q A 

xy o u 


ctgatgcgcc 


999C99Ccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


O A.4 A 


aggctctccc 


^99a9cttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


O 1 A A 

z xu u 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


O 1 C A 

ZXo U 


cggggctacg 


tggaaaccct 


cttcggaaga' aggcgctacg 


tgcccgacct 


caacgcccgg 


O O O A 
Z Z Z U 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


O O Q A 

z z oU 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


O O y1 A 
ZO 4 U 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99t9g99at 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 374 
<211> 842 
<212> PRT 



- 453 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 374 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Ala Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 



Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 375 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 375 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
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tacgaggcct 


acaaggcggg 


gagggccccg 

J ^ Zi -mi ZJ 


acccccgagg 


acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgqgg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 




ctttQQcraaa 


agtacggcct 


caggccggag 


3*± U 


cagtgggtgg 


acttccgcgc 


CCtcqtqqqq 


gacccctccg 


acaacctcaa 


gggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


O D U 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 




ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aqqqqcqqqa 


qcccqaccQQ 




gggccttcct 


ggagaggctg 


o ^ w 


gagttcggca 


gcctcctcca 




ctcctggagg 


cccccgcccc 


cctggaggag 




gccccctggc 


ccccgccgga 


aggggc c 1 1 c 


gtgggct t eg 


tcctctcccg 


ccccgagccc 


^ D V/ 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


3 ^ 3 3 3 3 ^ 


gccgcgtgca 


ccgggcagca 


102 0 


gaccccttgg 


cggggctaaa 


ggacctcaag 




gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcqaqqqa 


qqqqctaqac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


c c CQacrqacTa 


tggcgcggcg 


ctacgggggg 


12 00 


gagtggacgg 


aqqacqccqc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


12 60 


cttaagcgcc 


tcqaqqqqqa 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


99cgggacgt 


ggcctacctt 


1 fin 


caggcccttt 


ccctggagct 


tqcqqaQQaQ 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg gtggccctgg 


actatagcca gatagagctc 


1860 


cgcgcccucg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 
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ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 376 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 376 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 
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Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Lys Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 



Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 
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Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 



Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 377 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 377 

gagaggctcc atcggaagaa gcttaagcgc ctcgag 3 6 

<210> 378 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 378 

ccgatggagc ctctccga 18 
<210> 379 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 379 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
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QQCatcqqqq 


agaagaccgc 


cctcaagctc 


ct caaaaaat" 


cracrcr A a p p t" 


y y dddd^Lf u L> 


D D u 


ctcaagaacc 


tqqaccqqgt 


aaagccagaa 


aacqtccQQa 


aaaaaat paa 


yyVrf-^^d^^ ^y 


7 9 0 


gaagacctca 


ggctctcctt 


ggagctctcc 




PPCT?lPPt"PPP 


i-ygagy uy 


•7 p n 


gacctcgccc 


aqqqqcqqqa 


qcccqaccao 


aaaaaact ta 


aacrppt" t" ppt* 


yy dydyy u ug 


PAD 
O U 


qaqttcqqca 


gcctcctcca 


cgagttcggc 


c t p p t" era a CTcr 




/~< +- riff a /~T/-T a 

uygdygdy 


J U U 


gccccctggc 


ccccgccgga 


aggggccttc 


atcracTPt" t" per 




^L^y dy ^ ^..L. 


Q c 

D U 


atqtqqqcqq 


agcttaaagc 


cctggccgcc 


t" ap a CTCrcrcrpn 


y^i^yi_-y uyL^ct 


v-uyggcay ca 


1 n o n 


qaccccttqq 


cggggctaaa ggacctcaag 


yciyy 1-CL.yyy 


f~* \' \- /~< f-i i 
yt— v-L-i— 1_ u^yii^ 


caaggacc uc 


T n Q r> 


qccqtcttqq 


cctcgaggga 


ggggctagac 


c t pert" occ'ccs 


yyyci^yd^w^ 






gcctacctcc 


tggacccttc 


gaacaccacc 


c c c craacrcrcTcr 


»-yy^y^yy^y 


(-uacgggggg 


1 n n 


qaqtqqacqq 


aggacgccgc 


ccaccgggcc 


c t" P P t~ p t" pcrcr 


ciy ciy y ^ L. ^ ^ d 


L-cyycxdyddg 


1 o n 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


c 1 1" t'crcTPt* p1~ 
w L- w y y V ^ V Lb 


cHi*.^cn^y ciy y u 


y y ddddgccc 


1 TO n 


ctctcccggg 


tcctggccca 


tatggaggcc 


^^^yyyy t^ci^ 


yycygyacgc 


ygcc caccu t 




caggccct tt 


ccctggagct 


tgcggaggag 


AL'^^y^^y^k., 


L. ^ y ct y y dy y d 


gy t-c u cccgc 


'X A A r\ 


ttqqcqqqcc 


accccttcaa 


cctcaactcc 


p crcr Q 3 p p 3 cr p 
^yyyw^^ciy^_« 


Lyydddyyy l. 


yL-Lcct-ugac 


T C rv 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aacraaaapaa 


y ^ ddy ^y ^ l,- o 


d I— d y y 0^ V- 


1 c: C O 


gcggtgctgg 


aggccctacg 


99^99cccac 


cecal" pat*aa 
^ ^ c* v» ^y ^ y y 


dy ddydL-v.'^ u- 


^ d y v_> d ^ y y 


1 o n 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


^a.' d dy ^ L. w y L- 


v-r i_ d ^ L. ^ y d y y 


T c p n 

J- D O U 


acqqqccqcc 


tccacacccg 


cttcaaccag 


acggccacgg 


L-L-doyyyydy 


y c u caguagc 




tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


y y y ^ ^ y <=^y 


y d uccgccgg 


T Q A A 


qccttcqtqq 


ccgaggcggg 


ttgggcgttg gtggccctgg 


dv^ L.d L. dy Lrt^ d 


gauagagcuC 


T O ^ A 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


nrmt" 1~ "h r* a 
yyyL.v-*u. L>^^d 


gyaggggaag 


1 Q 0 n 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


L^^^^yydyy^ 


L.y ugydcccc 


T Q Q A 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


t Pt" apcrap;=i i~ 


y u-o^h^yi^i^^dL- 


9 n A n 


aggctctccc 


^99^9cttgc 


catcccctac 


gaggaggcgg 


i^yy^i^ L. u cdu 


cty dy t-gc t ac 




ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


^yydyyd 


yyyyc^yg^^g 




cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 380 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 380 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Lys Lys Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 381 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 381 

gtgcgcaccg acctcctcct ggaggtggac etc 33 
<210> 382 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 382 

gaggtccacc tccaggagga ggtcggtgcg cac 33 
<210> 383 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 383 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 54 0 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 

- 466 - 



ggcaccgggg 


ay aay accy c 


ee tcaagcce 


ct eaaggagt 


9999^^9<^ct 


ggaaaaeetc 


660 


-f- i J— « O ^ 

CCdagaaCC 


t-yy accyyy c 


aaagceagaa 


aaegtceggg 


agaagateaa 


ggeccacctg 


72 0 


gaagacctca 


ggctctcctt 


ggagetetec 


egggtgegca 


eegacetect 


cetggaggtg 


780 


o /*< /~« +- f^i^f^ t~* 


^99ggcggga 


gceegaecgg 


9^9999ctta 


gggccttcct 


ggagaggetg 


840 




ycc tccccca 


egagttegge 


etectggagg 


ecceegeeee 


ectggaggag 


900 


y ccccc cgy c 


ccccgccgga 


aggggccttc 


gtgggctteg 


teetctceeg 


ceccgageee 


960 


acgcgggcgg 


age uuaaagc 


cetggccgcc 


tgeaggggcg 


gecgcgtgea 


ccgggcagea 


1020 


gaccccttgg 


cggggctaaa 


ggaeetcaag gaggtceggg gectcctcge 


caaggaeete 


1080 


gccgtcttgg 


cct cgaggga 


qqqqetaqae 


ctcqtQceeq 


qqaacqacee 


catgeteetc 


1140 


^ «^ 4* 

gcccaccccc 


tggacccttc 


gaacaeeacc 


ecegaggggg 


tQQeQeQQeQ 

^33*-*3^33^3 


etaegggggg 


1200 


gagcggacgg 


aggacgccgc 


ceaeegggcc 


etectetegg 


agaggcteca 


tcggaaectc 


1260 


^ ♦* ^ a a r-tr'^f^r^ 

c L. taay cycc 


tcgaggggga 


ggagaagete 


etttggetct 


aecacgaggt 


ggaaaagecc 


1320 


c ucccccyyy 


c cc L.ggccca 


tatggaggee 


aceggggtac 




ggcetacctt 


1380 


c aggc c c u c c 


ccc tggagc t 


tgeggaggag 


ateegecgee 


tegaggagqa 


ggtcttecgc 


1440 


ttggcgggcc 


acccct tcaa 


ectcaaetec 


egggaeeage 


tacraaaaaQt 


gctctttgac 


1500 


gage 1 1 aggc 


ttcccgcctt 


gaagaagaeg 


aagaagaeag 


gcaagegetc 


eaeeagegcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggceeae 


eeeatcgtgg 


agaagatcct 


ceageaecgg 


1620 


yayct- caeca 


age t caagaa 


eaeetaegtg 


gaeceeetce 


caageetegt 


ceaceegagg 


1680 


ci t-y y y t_ c y c 


CCCa.Ca.CCCy 


ctteaaecag 


aeggeeacgg 


ecaeggggag 


gettagtagc 


1740 


uccyacccca 


acc cgcayaa 


eateeecgte 


cgcaeeceet 


tgggccagag 


gatecgeegg 


1800 


gccttcgtgg 


ccgaggeggg 


ttgggcgttg gtggccctgg 


aetatageca 


gatagagete 


1860 


cgcgucc L.cg 


eeeaectete 


cggggacgaa 


aaeetgatca 


gggtettcea 


99^9999^^9 


1920 


gacatccaca 


eccagacegc 


aagctggatg 


tteggegtec 


ccecggagge 


egtggaeeee 


1980 


cuyatycy cc 


gggeggeeaa 


gaeggtgaae 


tteggcgtec 


tetacggeat 


gteegceeat 


2040 


a.y y t. c L. c c c 


ayy aye c tyc 


eateecetac 


gaggaggegg 


tggcetttat 


agagegetac 


2100 




C C C C C a. a.y y L. 


gegggeetgg 


atagaaaaga 


ccctggagga 


99993.9gaag 


2160 


cggggctacg 


tggaaaeeet 


ctteggaaga 


aggcgetaeg 


tgeccgaect 


eaacgeeegg 


2220 


gtgaagagcg 


teagggagge 


egeggagege 


atggeettca 


aeatgeccgt 


eeagggcaec 


2280 


gccgccgacc 


teatgaaget 


cgeeatggtg 


aagctettec 


ccegcctecg 


ggagatgggg 


2340 


gcccgcatgc 


tectccaggt 


egeeaaegag 


eteetectgg 


aggeeeeeca 


agegcgggec 


2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 384 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 384 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Leu Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 



Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 385 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 385 

ggggccttcg tgggctacgt cctctcccgc ccc 33 
<210> 386 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 386 

99g9cgggag aggacgtagc ccacgaaggc ccc 33 
<210> 387 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 387 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 24 0 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
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ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaqqtq 


780 


gacctcgccc 


a9999cggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


gqaQaqqctq 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctqqaqqaQ 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggctacg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccqqqcaqca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


9999c tagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


Ctacqqqqqq 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


99cgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


qqtcttccQC 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 




cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


qatccqccqq 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


qqaqqqqaaq 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


qqqqaqqaaq 


2160 


cggggccacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 388 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 388 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 389 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 389 

gaaaacctcc tcaagcacct ggaccaggta aagccagaaa ac 42 

<210> 390 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 390 

gttttctggc tttacctggt ccaggtgctt gaggaggttt tc 42 

<210> 391 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 391 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 
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acaacctccc 


cggggtcaag 


600 





ciy d a. y Ok ^ y v.^ 


^ ^ L-ociciy^ 


P t" P a A CI CI 3 CI t" 
^ Ui^ddyydy l> 


cicmci a 3 cr p p t" 
y y y y d dy ^ o l> 


CI CIA A A a p p t* p 
yyddddv^i>» L> ^ 


660 




uyyci^^dyy u 


3 a A Cf p p ;5 cj A A 
ddciy v_ ciy d ca. 


a a Pat" p PCI cm 
dd^y ^v^yyy 


a CIA ana f pa;^ 
dyddyd wv^dd 


CICI P P P a P P t" CI 
yy^ox^dVM'^ V-- y 


720 


^ CX Ciy d V_ V_ Ci 


yy^o^cv-^ u L- 


cm A err* 1" ct" cc 
yydy^ L>v_rL>i^^^ 


P CICI CJ t" CI P CI P a 

^yyy y^y^^ 


PPCISPPt" PPP 
v-» v-» y d ^ i_ ^ v_- ^ 


p p t" CI CI a Qcr t" CI 

u>yydyy u-y 


780 






CI n n p CI ;5 c c a cj 
y^v^^yci^*^yy 


nanncicipt" t* a 
ydyyyyv^ l> L«d 


crcjCJPPt" t" PPt" 
yyy^v*- l. 


rjcja na crrrp t" n 
yydydyy ^ u>y 


840 




y^— ^ L-^^ci 


r*a?\ci\' t~ pcicin 


Pt" PPt" crciacm 

I— ^Vv> ^yy^yy 


PPPPPCIPPPP 


p p t" cfcra acr a CI 

w L> y y dy y dy 


900 




^^v_^yi_^yyci 


a nnnnn n l~ t~ n 
dy yyy^^L. 


nt~ nnrtp t" t~ pn 

y ^yyy^ ^ ^y 


t~ ppt* ci" ccr'cs 


^^o^y dy <w v_» 


960 


augcgggcgg 


anr'i" i~aaan/^ 
o.y o t_ Udctdy Vi.^ 


nn t* nnnnnnn 
ot> uy y i-t^y \^ 


tgcaggggcg 


n^nnnn^nna 

y L. ^y y i-y ^-d 


(-•/-"rrnnr^an/^a 
v». ^y y y ^dy \^d 


1 n^O 

X u ^ u 




t^y yy y t-ddd 


nn anr'1~naan 
yydv^L. u\_>ddy 


nannt" nnnn 

ga-gguccggg 


n<^nl~ r^" n i~ nn*^ 
y^v.'C^ouoyL' 


n a a nna p p t" n 
oddyy d(^ l-^ 


X U O u 


r-r ^ ^ 4— 4- 


ccgdgggd 


ggggc^ cdgdt- 


n t~ nn*^ nn n nn 

u eg eg t^v-cg 


nnna nna n n 

g g g d t. y d L. 


nat*nn+" n/^t* n 


X X *x U 


/-I f- a /—!/-<+- /t/-* 

y^^WL.cLl^L'L.L'^ 


L.yyd^->^o L. ut> 


naanannann 
y d d ^ d\- L> d\^ 


cccgaggggg 


tggcgcggcg 


n ^ a r^nnnnnn 

ccdcgggggg 


1 POO 

X ^ U w 


g d y u y g do- g g 


anna r^ctr* r*nr* 
dy y d^^y ^y ^ 


^ d L< v^y y y ^ ^ 


nt"nnf"pi~n nn 
^uv^wcv^u^yy 


a nannnt" nna 
dy dy y cv— v^d 


t" nona ^fT*i~r* 
wy y dd^ ^ l. ^ 


x^ u w 


L. i— deny y < 


L-^ya.yyyyyci. 


CICI3 CI3 ^5 CIP t* P 

yyciydoy^u-^ 


p i" i" t* aac 1~ p t* 


A p p ^? p CI a cr Cf t" 
d^^d^y dy y l> 


cicia a a a cip p p 

yy ddddy 


1320 


\^ L-L^u^^^yyy 


L-L'^uyyv-'V^Vi-'d 


L- d L. y y dy y i^. 


a n nnnnnt" a n 
d^^^-^yyyy udo 


nnnnnna nnt" 

yycggg^cgt 


nnp p t~ a p p t" 1" 
yy^oL.d^i^ L. L> 


X ^ O V 


o a nnr^ "t" t~ 
wctyy t-L- U C C 


^ ^ t" nn a n n +~ 

t-c cygcigv-. c 


f* nnnna nna n 

t-g^yy ciyycig 


a t~ f*r^r^ t~* 
d U t^Cy v-t-y v^v-. 


t~ r^na nna nna 

^^^yciyy c*yy d 


nnf" r^t" i~ r'nnn 
y y L. v_. u u v^y ^ 


1 4.40 

X *x *± U 


*-*-yy^yyy^>— 


-3/-~</— If— 1/— <4-f-/-»-3-a 

dt^t-v^v- u ut^dd 


nnt~naar^t"nn 


/-I r^ne~^ 3 (^r^ann 
y y y d L. d y V- 


t~ nna a a nnni~ 
uyy dddyy y u 


nnt" nt~ +■ ^nan 
yoL.^.'CL. uydL* 


1 ROO 
X :j \j u 


y ciy c u cty y t-* 


i~ t~ r^f^on/^r'l" t~ 
uc(^i--*--yo^-.L.L, 


naanaana nn 
y ddy ddy dii^y 


aanaananan 
ddy ddy d^dy 


y Lrddy (.^y \^ u ^- 


L'd^v^dy^y^^ 


x^ o u 


g<-gg*-g^-tgg 


a nnr*fT' t~ a nn 
d.yy^^— ^_ cd^y 


yydyy^—k^v— d.v_ 


r"" r"" n a ont" nn 
^^odL.^y L,yy 


dyddydcu-^ l. 


nna nna i^nn 
^^^dyv— dv^v^yy 


1620 


yciy^ L,^d^^ci 


anni" naanaa 


n a r"' t" a nni" n 




pa a npp t" pn1~ 
^ddy^^ ^^y ^ 


ppa pppciacici 
^ d ^ y dy y 


1680 


cn- y y y y L. 


f- /-</^a na nonn 
LL.^-'d^d^^v^oy 


n+~ f'naanr'an 
u. c^dd^i^dy 


a nn n a n nn 

c**— yy^v^di-.yy 


^ d y y y y dy 


nnf* i~ a nl" anp 
y ^ L. L- dy L. dy \^ 


1 740 




a (*'(*'i~nr^anaa 
dO ^ uy i_dy dd 


n a +* n n nnt" 
ti^dui_>^^(i^yuv^ 


^y i^dx^ ^^Lr^ L. 


4- rjnnr* n a na n 
L- y y y V- dy dy 


y d L. o oy ^ y y 


1 ft 00 

X O W u 


gcc 1. 1. ijg egg 


ccgaggcggg 


t-gggcgt tg 


y t- g g c c 1- g g 


a n ^ a a n^ n a 
d L- d L. d g O d 


naH anannt" n 

g d u dy dy u ^ 


1 flfiO 
X o o u 


\— y wy c w c s^y 




r^rrnnciPi nna a 
y y y y d*-.y dd 


aann+'nat'na 
dd*w ^ L-ydL-Vi^d 


nnnt* ni~ t~ nna 
yyy l-^l. ^o^d 


nna cicirfct^ a n 
yy ciy y y y ddy 


T 920 


yd.^_.ciL.\-..v_»cn_.ci 


nona na nnnr^ 
^^^dyd^^yo 


a a nn t~ nna t" n 
ddy ^ L.y y d L.y 


L- ^^yy^y ^^^^ 


^^^\^y y dy y o 


nnt" nna c c^cc 
v^yi^yyd^^^^^ 


1980 


o t" a a t" CI r* CT r* c 


yyyv^yy^^o-o. 


rjA pcrcf t" era a p 
yd^y y L.ydd^^ 


t" t" pcrcipcrt" pp 
L» ^^yyv.'y u>^^ 


t" Pi" APCICIPat' 
L> dwy y ^d 


cit ppcicccat 


2040 




cty y dy ^ l. L.y ^ 




rro nna nCIPnn 

ydyydgyt.gg 


■f- cmp P *h t" t* 3 1" 


a cia cipap t" a p 
dy dy wy ^ u-d^^ 


2100 


y— L» \-» ^ c* Ci ciy Vw L- 


t* r' n rT' 3 A cf Cf t* 


CTPCfcrcf p p 1" nn 

y*-yyy^^"-yy 


d L» dy ddddy d 


p p p t" acracrcr a 

w o u>y y dy y d 


cTcrcicr acra a a Q 
y y y y "y y ""y 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 24 60 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 392 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 392 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu 
210 215 220 
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Asp Gin Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 393 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 393 

gagctctccc gggtgcacac cgacctcccc ctg 33 
<210> 394 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 394 

cagggggagg tcggtgtgca cccgggagag etc 33 
<210> 395 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 395 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
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dyddyd^k^yv^ 


\^\^ u^^ddy^i..^ 


^ ^ ^ ddy y ciy 


y y y y d dy ^ ^ l> 


aaa a a a p p t" p 
yydddd^^v^ 


660 


+- o c~i ^ ^ 


^yy^^^yyy ^ 


d d dy v.. ^ dy dd 


s A pat" ppaaa 

Cld\^^ ^^^^^^ 


;5as Aaa t* r»a a 


yy^^^v^d^^^ ^y 


720 


y ct dy d L. *w. ct 


yy^L-^L-L^wu L- 


y y dy ^ l. ^ ^ ^ 


porrrit" apa pa 
v^yyy cy^d^d 


^^v^yd^^ v_ ^ 


/~</->t-/-Toanat"a 
^ u> y y dy y ^ y 


780 


y dv^ u V \^ ^ 




y ^ ^ v^y d w\^y y 


~H ^ zd V ^ U> M 


aaappt" t" ppt" 

z3 3 ^ ^ w 


yyciydyy V- uy 


840 


rr a o t~ t~ <^ f-to a 
yd^^ L.x^^y^d 


y^^^ u Vw. L.^^d 


^-ydy L- i-^yy ^ 


pt~ ppirmaarT 
^ L.^.-^^ uyydyy 


^^^v<>v_>y^k_>'V_r^ 


ppt" aaa aaa a 
^ ^ L> y y dy y dy 


900 




L^^V'^y^^yyd 


dy yyy^^L.L.\_r 


y ^yyy^ ^ ^^y 


t'pp1~pi~pppa 
u-^w Uv* L.k.>v^k^y 


v,^ \_ y y v-» N-» 


960 


augcgggcgg 


dyo* L CddctyQ- 


c L- L. y y i_ y c t- 


cgcaggggcg 


y^-'^—y^y^-y^*-* 


nnnnnna nna 

^ ^ y y y ^ dy v- d 


1 n?n 

X U ^ V 


y dCC-C-C u cyy 


v^yyyy^^uddd 


nt~i a i~ a a r~T 
y y dL.^ I, i^^ddy 


gaggcccggg 


nc* n t" n n t" r*cir* 
yvi-t^UL- v-uoy^— 


n a a rma n t* n 
^ddyydL>^ 


1 DRO 

J. U O V 


/-~r /~T 't~ t~ +" r~T/~T 

yov^y L.(_L ^yy 


^y ciy y y d 


yyyy*- ^<^ydt-. 


L>oy uy d-i^y 


yyyd^^yd^^^^— 


/~'ai~rTr't"ppt"P 


1140 


y^^ L.d^_>i_> L.^^^ 


L.yyd^^^u L.v^ 


yddL>d^^d^^ 


ct^c^yciyyyyy 


f- rrarTTpaapa 

^yy^y^yy^y 


UL.d(-yyyyyy 


12 00 


y dy ^y y d^y y 


dy ydwy^v^y^ 


\-^d^^yyyov^ 


p t~ p p i~ p t* Pf^n 


a o a aa p i~ p p a 
dydyy^ L^wv^d 


1" paas p\ p p t~ p 


1260 


uddy^y^v-r 


L-K^ydyyyyyd 


yydyddywL.^ 


p i~ i~ 1~ nn p 1~ p t" 
u i»-yy^L.^L- 


A n n ^ paa nrr t" 
dv^v^dv^ydyy 


aaa a aaappp 
y y ddddy »^ w v_» 


1320 


v-.t.ct-C-t^C-.yyy 


LOL. uyyv_^-.^-d 


L. d i^y y ciy y 


dL-oyyyy udt_ 


gg^yyg^^g^ 


fmn n t" a p p t~ i~ 
yy^v^ udw^ u ^ 


13 80 


Cdyy C-C^t- c c u 


L'V^v^ ^y y ^y ^ ^ 


^y^yg^yy^y 


dL.L-v-yL-t-.y^^^- 


4- rinanoanrra 
u y cty y dy y d 


nr~\ f" n^ t~ onop 
yy L. L-v-^y^ 


144 0 


ucggcgggco 


dC-.C-.Cv-.t.H-.dd 


L'V^l-v^ddOUL'L' 


V— y y y d o dy 


4- r^ci a a a c\r^f^ t~ 
^yydddyyy u 


nnt" nt~t~ t*oa(^ 
y^u^CL. L.yd(^ 


1500 


y ciy ^ ^ cdyy 


t" rT'^rirr^ ■H 
U UL>v.>L>y(-v_. L. L. 


rra a t~i a a r~T a r^(~j 
y ddy ddy d^y 


a a f^a a na a n 
ddy ddy dwdy 


nna annnci" o 
y ^ddy ^y l. ^ 


/~<a r^ci^ncnr^c 
v_« d o I— dy \— y 


1560 


gcggcgccgg 


dy y v-i., udoy 


yydyy^^od^ 


^^^dL-^->y ^yy 


dy ddy d v— \— ^ 


\_ dy ^ d ^ y y 


1620 


y dy L. L'dwt^d 


dy u^ddydd 


v^d^^ L.di^yL.y 


na (^r^r^r^p'K pp 
ydL'V^L'^^ ^ ^ 


pa a appt" pat" 
v-ddy\^^L>iV_>y l. 


v_, c*. Vw y ciy y 


1680 


dCgggcL-y 


UL-Cdt-dCC wy 


/-1 4— 4- ^aar^^a ^ 
L. L. L^dd^v-fdy 


dt^yyL..^— d^^yy 


1- d I- y y y y dy 


nn 1~ t~ aat" a ap 
y ^ U- dy L. dy ^ 


1740 


L-Ccgdccccd 


/-I /-« -f- f^i^ a (^a a 
dCC Cy Q-dy dd 


a "f* o f^r^r^c^\' 
v^dL.wv_v^(-yL.v_. 


(-^ (~r a /""/"» o i~ 
l^y ^dv^t^^^^ Vi^ L. 


4- f~inn a na n 
y y y X— ^ dy dy 


na t~ rrTrrTTtn 
ydL-^^v^y^*— yy 


1800 


ycccuugt-yy 


ccgaggcggg 


L *-y y y ^y ^y 


y »-yy'*'^^>'yy 


a +~ a i~ a nn n a 
d ^ L. d L. dy ^ ^ d 


aa t" ana api~ p 
y d dy dy ^ L' ^ 


1860 


r^c^ \~ /~< +*■ /~*ci 

uyc-y L-t-t- i-^y 


/-< /-< 3 /-I 4- f- 


(.-•y y y y d L-y dd 


d dv^ uydL-^d 


rraal" p t" t* p p a 
yyy i^ow u-^v^d 


aaa cjcinn ^ a a 
yy cty yyy ddy 


1920 


ydL^dU^v^d^d 


w d y d v*. y 


ddy^ L.yydL-y 


L- ^^yy^y i-^^ 


*^^^^y y ciyy 


pat" aaa c*ccc 


1980 


^ L-ydv*yv,^y^^^ 


~3 yy ^ Z3 l3 ^ 


as r*aat" dPie^o 


t" t cooccslic c* 

\^ Z3 j3 Z3 ^— ' V— ' 


t. c a. c aac a. ti 

^ N—- ^ t-A \^ \^ \^ 


gt ccgcccat 


2040 


dy yt^L.^^uv^^v.' 


dy y dy ^ u L.y ^ 


d c ^ L-d^ 


CI a an a art p on 
yctyydyyoyy 


t" aop p t" t" t" A t" 
y y ^ ^ ^ ^ L> d i>> 


acjaaPCTPt" ap 
^y ^y ^ ^ 


2100 


W'U'V'^dddy^ L- 


L-w^^^^ddyy I* 


y^yyy^*^*-yy 




p p c ti croa aa a 


€10003.00 3i3iCX 

yyyy^yy^*=*^y 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 396 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 396 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 



Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 



Ser Ala Lys Gly His His His His His His 
835 840 



- 485 - 



<210> 397 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 397 

gagctctccc gggtgcacac cgacctcctc ctg 33 
<210> 398 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 398 

caggaggagg tcggtgtgca cccgggagag etc 33 
<210> 399 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 399 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
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ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcaca 


ccgacctcct 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


9g^9gcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


CQCicrcictaccr 


tgga.a.accct 


c 1 1 ccraaaoa 










gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 



- 487 - 



gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 400 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 400 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 



Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Tirp Leu 
820 825 830 



Ser Ala Lys Gly His His His His His His 
835 840 
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<210> 401 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 401 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


^9gcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cct cc tgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


9999aagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


^9999ccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag gaggtccggg gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


gtttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 
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gagcttaggc 


t tcccgcctt 


gaagaagacg 


aagaagacag gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacqg 


ccacqqqgaq 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tqqqccaqaq 

^ZJZJZJ^ ZJ Z) 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


qtqcrccctcrq 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 




1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


qaqqaqqcqq 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aqqcqctacq 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 402 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 402 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 
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Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 



- 493 - 



His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Val Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 
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Phe Asn Met Pro Val Gin Gly 
755 



Thr Ala Ala Asp Leu Met Lys Leu Ala 
760 765 



Met Val Lys Leu Phe Pro Arg 
770 775 



Leu Arg Glu Met Gly Ala Arg Met Leu 
780 



Leu Gin Val Ala Asn Glu Leu 
785 790 



Leu Leu Glu Ala Pro Gin Ala Arg Ala 
795 800 



Glu Glu Val Ala Ala Leu Ala 
805 



Lys Glu Ala Met Glu Lys Ala Tyr Pro 
810 815 



Leu Ala Val Pro Leu Glu Val 
820 



Glu Val Gly Met Gly Glu Asp Trp Leu 
825 830 



Ser Ala Lys Gly 
835 

<210> 403 

<211> 66 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (19) . . (51) 

<223> The bases in these positions are a synthesis of 91% base shown an 
d 3% all other bases 

<400> 403 

ctccatcgga acctccttaa gcgcctcgag ggggaggaga agctcctttg gctctaccac 60 
gaggtg 66 
<210> 404 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthesis 
<400> 404 

aaggaggttc cgatggag 18 
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<210> 405 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 405 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


^9999ccttc 


gtgggcttcg tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgagggggt 


ggagaagctc 


ctttggctct accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc tggaaagggt 


gctctttgac 


1500 



- 496 - 



gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1 C ^ A 

1550 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


T ^ o 


gage t caeca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcct cgt 


ccacccgagg 


T ^ o r» 
Xb o U 


acgggccgcc 


t ccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcu caguagc 




tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 




gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


9tggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtccteg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


o A yt A 

2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


O 1 A A 


ttccaaagct 


tccccaaggt 


9cgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


O T A 

zIdU 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


O 1 O A 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 406 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 406 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 
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Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 



Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 
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His Arg Asn Leu Leu Lys Arg Leu Glu Gly Val Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 55.0 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 
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Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 407 

<211> 2508 

<212> DNA 



<220> 

<223> Synthetic 
<400> 407 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 

ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 

gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 

gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 

tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 

ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 

gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 42 0 

atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 

cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 54 0 

cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 

ggcatcgggg agaagaccgc cctcaagctc ctcaaggagt ggggaagcct ggaaaacctc 660 

ctcaagaacc tggaccgggt aaagccagaa aacgtccggg agaagatcaa ggcccacctg 72 0 

gaagacctca ggctctcctt ggagctctcc cgggtgcgca ccgacctccc cctggaggtg 780 

gacctcgccc aggggcggga gcccgaccgg gaggggctta gggccttcct ggagaggctg 84 0 

gagttcggca gcctcctcca cgagttcggc ctcctggagg cccccgcccc cctggaggag 900 

gccccctggc ccccgccgga aggggccttc gtgggcttcg tcctctcccg ccccgagccc 960 
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a t Q t Cf CJQ C QQ 


agcttaaagc 


cctggccgcc 


tQcaaaqQCQ 


gccgcgtgca 


ccQQQcacica 


1020 


gaccccttgg 


ccTQQQCtaaa 


ggacctcaag 


qaQQtCCQQQ 


gcctcctcgc 


caaggacctc 


1080 


gccgtct tgg 


CO t cgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


^-n *w \^ \^ t-A \^ \^ V-^ 




gaacaccacc 


cccaaaaoaa 
^^^y^yyyyy 


taacacacjccr 
'-yy^y'-yy ^y 


c t acacraaQa 
^'-'^^yyyyyy 


1200 


O^dt' GdPiCClCS 




p p a c p crcfcrp p 


C t~ P P t" P t" PCf Cf 


acracfcict pca 


t caaaacc tc 


1260 


ct taagcgaa 


acgaggggaa 




ct t tggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


aacQcrcracQt 
yy^yyy'-'-^zj ^ 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tQCQQaQcraQ 


atccgccgcc 


t cQaQQaQQa 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cct caactcc 


cgggaccagc 


tQaaaaQCTQt 

*-yy *-*««-y y^ ^ 


gctct ttgac 


1500 


aaoct taaoc 


t t cccacct t 


gaagaagacg 


aagaagacag 


gcaagcgct c 


caccagcgcc 


1560 


or* Cf a t" CI p t" Cf Cf 


acfdcrT't' accf 




pp pat" pert" acf 


aaaacjat pct 




1620 


aaact caeca 


aact caaaaa 


cacc tacatQ 


asLCccccticc 

V— •* ^ W- N-*" 


caaacct cert 


ccacccoaaa 

V,** v*' ^ V-* ^3 ZD zj 


1680 


a c Q cicr c c a c c 


tccacaccccf 


c 1 1 caaccacj 


accicfccacaa 


ccaccracraaa 


ac t taataac 


1740 


t ccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


Qc c 1 1 ccr t Qcr 


cccraaacaaa 


t tcfcracattQ 
^ "-yyy^y ^ ^y 


y '-yy v-^-wuyy 


actatagcca 


gatagagctc 


1860 


ccrcafccct ca 


cccacctc t c 


caaaaacaaa 

w 


aacctciafcca 


QQQtc t t cca 


aaaaaaoaaQ 

yyciyyyyciciy 


1920 


Cf Acat" ccsc^s 

d W V—- d * 


\^ \^ d dV_> ^3 *— ' 


aacjp taaatcj 
^ y y y 


ttccrcrccft CP 


p c c p Cf CI a CI CT c 


catcicracccc 


1980 


c t Cf a t~ Cf c cr c c 


crcrcf cacrc c a a 


craccrcrtaaac 


t tcacfccrt PC 


t ctaccicrcat 


crtccacccat 


2040 


a a err* tr* t" r* p p 


aCTCfaact" tar* 
y y y 


pai"pppptap 


a acicf a cfCf p Cf CT 
yctyyciyyuyy 


tdCTPP 1 1 tat 


acraciccrctac 


2100 


t tccaaagct 


tccccaaggt 


crcQQacctcfci 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cacrocfc t a cq 

V** ^ 


tggaaaccct 


c 1 1 cggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


otaaacracrcQ 


t c acf acracrcrc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 408 
<211> 836 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 408 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu 
290 

Pro Pro Glu Gly Ala 
305 

Met Trp Ala Glu Leu 
325 

His Arg Ala Ala Asp 
340 

Arg Gly Leu Leu Ala 
355 

Leu Asp Leu Val Pro 
370 

Asp Pro Ser Asn Thr 
385 

Glu Trp Thr Glu Asp 
405 

His Arg Asn Leu Leu 
420 

Leu Tyr His Glu Val 
435 

Glu Ala Thr Gly Val 
450 

Leu Glu Leu Ala Glu 
465 

Leu Ala Gly His Pro 
485 

Val Leu Phe Asp Glu 
500 

Thr Gly Lys Arg Ser 
515 

Ala His Pro lie Val 
530 

Leu Lys Asn Thr Tyr 
545 

Thr Gly Arg Leu His 
565 

Arg Leu Ser Ser Ser 
580 

Pro Leu Gly Gin Arg 
595 

Ala Leu Val Ala Leu 
610 



Ala Pro Ala Pro Leu Glu 
295 

Phe Val Gly Phe Val Leu 
310 315 

Lys Ala Leu Ala Ala Cys 
330 

Pro Leu Ala Gly Leu Lys 
345 

Lys Asp Leu Ala Val Leu 
360 

Gly Asp Asp Pro Met Leu 
375 

Thr Pro Glu Gly Val Ala 
390 395 

Ala Ala His Arg Ala Leu 
410 

Lys Arg Asn Glu Gly Lys 
425 

Glu Lys Pro Leu Ser Arg 
440 

Arg Arg Asp Val Ala Tyr 
455 

Glu lie Arg Arg Leu Glu 
470 475 

Phe Asn Leu Asn Ser Arg 
490 

Leu Arg Leu Pro Ala Leu 
505 

Thr Ser Ala Ala Val Leu 
520 

Glu Lys lie Leu Gin His 
535 

Val Asp Pro Leu Pro Ser 
550 555 

Thr Arg Phe Asn Gin Thr 
570 

Asp Pro Asn Leu Gin Asn 
585 

lie Arg Arg Ala Phe Val 
600 

Asp Tyr Ser Gin lie Glu 
615 



Glu Ala Pro Trp Pro 
300 

Ser Arg Pro Glu Pro 
320 

Arg Gly Gly Arg Val 
335 

Asp Leu Lys Glu Val 
350 

Ala Ser Arg Glu Gly 
365 

Leu Ala Tyr Leu Leu 
380 

Arg Arg Tyr Gly Gly 
400 

Leu Ser Glu Arg Leu 
415 

Glu Lys Leu Leu Trp 
430 

Val Leu Ala His Met 
445 

Leu Gin Ala Leu Ser 
460 

Glu Glu Val Phe Arg 
480 

Asp Gin Leu Glu Arg 
495 

Lys Lys Thr Lys Lys 
510 

Glu Ala Leu Arg Glu 
525 

Arg Glu Leu Thr Lys 
540 

Leu Val His Pro Arg 
560 

Ala Thr Ala Thr Gly 
575 

lie Pro Val Arg Thr 
590 

Ala Glu Ala Gly Trp 
605 

Leu Arg Val Leu Ala 
620 



- 503 - 



His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 409 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 409 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
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tacgaggcct 


acaaggcggg 


gagggc c c eg 


accccegagg 


acttceceeg gcagctcgee 


"3 n A 


c tcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tegaggtecc 


cggctacgag 


J o U 


gcggacgacg 


t tctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


/ion 


atcct caccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgegtege 


cgtcctccac 




cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


act tccgcgc 


cctcgtgggg 


gacccet ceg 


acaacctccc 


cggggtcaag 


r\ e\ 

600 


ggcatcgggg 


agaagaccgc 


ectcaagctc 


eteaaggagt 


ggggaagcct 


ggaaaacctc 


r" r" C\ 

DOO 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


T O A 

/z 0 


gaagacctca 


ggctctcctt 


ggagctctec 


egggtgcgea 


ccgacctccc 


cctggaggtg 


T O A 
/ O 0 


gacctcgccc 


aggggcggga 


geccgacegg 


gaggggetta 


gggccttcct 


ggagaggctg 


O /I A 

o40 


gagttcggca 


gcctcctcca 


cgagttcgge 


etcetggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


102 0 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagae 


ctcgtgeeeg 


gggacgaccc 


catgctcctc 


114 0 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgct 


tcgaggggga 


ggagaagetc 


ctttgcctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


aceggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggccct tt 


ccctggagct 


tgeggaggag 


atccgccgce 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


ccteaactcc 


cgggaccage 


tggaaagggt 


gctctttgac 




gage t taggc 


t tcccgcctt 


gaagaagacg 


aagaagaeag 


gcaagcgctc 


caccagcgcc 


Ibb U 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


T ^ O A 


gage t caeca 


agctcaagaa 


cacctaegtg 


gaceccctcc 


caagcctcgt 


ccacccgagg 


T ^ Q A 


acgggccgcc 


tccacacccg 


ettcaaccag 


aeggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccecgtc 


cgeacccect 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggegttg 


gtggeeetgg 


actatagcca 


gatagagctc 


T O £r A 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 




1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gaeggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catecectac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 
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ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggt 2508 
<210> 410 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 410 

Met Asn Ser Glu Ala Met 
1 5 

Leu Leu Val Asp Gly His 
20 

Lys Gly Leu Thr Thr Ser 
35 

Phe Ala Lys Ser Leu Leu 
50 

Val Phe Val Val Phe Asp 
65 70 

Tyr Glu Ala Tyr Lys Ala 
85 

Arg Gin Leu Ala Leu lie 
100 

Arg Leu Glu Val Pro Gly 
115 

Ala Lys Lys Ala Glu Lys 
130 

Asp Arg Asp Leu Tyr Gin 
145 150 

Pro Glu Gly His Leu lie 
165 



Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
10 15 

His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
25 30 

Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
40 45 

Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
55 60 

Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
75 80 

Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
90 95 

Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
105 110 

Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
120 125 

Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
135 140 

Leu Val Ser Asp Arg Val Ala Val Leu His 

155 160 



Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
170 175 
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Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Phe Glu Gly Glu Glu Lys Leu Leu Cys 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 



Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 
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Thr Gly 



Ala His 
530 

Leu Lys 
545 



Lys Arg 
515 

Pro lie 
Asn Thr 



Thr Gly Arg Leu 
Arg Leu 



Pro Leu 

Ala Leu 
610 

His Leu 
625 

Asp lie 
Ala Val 
Val Leu 



Pro Tyr 
690 



Ser Ser 
580 

Gly Gin 
595 

Val Ala 
Ser Gly 
His Thr 



Asp Pro 
660 

Tyr Gly 
675 

Glu Glu 



Pro Lys 
705 



Val Arg 
Arg Gly Tyr Val 



Leu Asn 



Phe Asn 



Met Val 
770 

Leu Gin 
785 



Ala Arg 
740 

Met Pro 
755 

Lys Leu 
Val Ala 



Ser Thr Ser 

Val Glu Lys 
535 

Tyr Val Asp 
550 

His Thr Arg 
565 

Ser Asp Pro 

Arg lie Arg 

Leu Asp Tyr 
615 

Asp Glu Asn 
630 

Gin Thr Ala 
645 

Leu Met Arg 

Met Ser Ala 

Ala Val Ala 
695 

Ala Trp lie 
710 

Glu Thr Leu 
725 

Val Lys Ser 
Val Gin Gly 



Ala Ala Val Leu 
520 



Glu Ala Leu Arg Glu 
525 



lie Leu Gin His Arg Glu Leu Thr Lys 
540 



Pro Leu Pro Ser Leu 
555 

Phe Asn Gin Thr Ala 
570 

Asn Leu Gin Asn lie 
585 

Arg Ala Phe Val Ala 
600 



Val His Pro Arg 
560 

Thr Ala Thr Gly 
575 

Pro Val Arg Thr 
590 

Glu Ala Gly Trp 
605 



Ser Gin lie Glu Leu Arg Val Leu Ala 
620 



Leu lie Arg Val Phe 
635 

Ser Trp Met Phe Gly 
650 

Arg Ala Ala Lys Thr 
665 

His Arg Leu Ser Gin 
680 



Gin Glu Gly Lys 
640 

Val Pro Pro Glu 
655 

Val Asn Phe Gly 
670 

Glu Leu Ala lie 
685 



Phe lie Glu Arg Tyr Phe Gin Ser Phe 
700 



Glu Lys Thr Leu Glu 
715 

Phe Gly Arg Arg Arg 
730 

Val Arg Glu Ala Ala 
745 

Thr Ala Ala Asp Leu 
760 



Glu Gly Arg Lys 
720 

Tyr Val Pro Asp 
735 

Glu Arg Met Ala 
750 

Met Lys Leu Ala 
765 



Glu Glu Val Ala 
Leu Ala 
Ser Ala 



Val Pro 
820 



Phe Pro Arg 
775 

Asn Glu Leu 
790 

Ala Leu Ala 
805 

Leu Glu Val 



Leu Arg Glu Met Gly Ala Arg Met Leu 
780 



Leu Leu Glu Ala Pro 
795 

Lys Glu Ala Met Glu 
810 

Glu Val Gly Met Gly 
825 



Gin Ala Arg Ala 
800 

Lys Ala Tyr Pro 
815 

Glu Asp Trp Leu 
830 



Lys Gly 
835 
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<210> 411 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 411 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


9tgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 
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tggaaagggt 


gctctttgac 


1500 



gagcttaggc 


ttccctcccc 


gaagaagacg 


aagaagacag 


gcaagcgcuc 


caccagcgcc 


X D 0 U 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagaucc c 


c cage ac egg 


i. D Z U 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcc ucgt 


ccacccgagg 


1 C RO 
J- D 0 U 


acgggccgcc 


cccacacccg 


c u tcaaccag 


acggccacgg 


ccacgyyyag 


y C L. t. cly c <a y t-. 




tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


ugggccagag 


/->f ^ 4- /~t /I /-» /-I /"I ft ft 

y auccgccyy 


X 0 U u 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


ac uacagcca 


y a uagay c tc 


X 0 0 u 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 




1 Q 0 A 

xyz u 


gacatccaca 


cccagaccgc 


aagctggatg 


t tcggcgtcc 


ccccggaggc 


cgtggacccc 


1 Q Q n 
xy 0 u 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


t tcggcgtcc 


tctacggcat 


gcccgcccac 


0 n A n 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


uggccuc cac 


agagcgcuac 


Z X u u 


ttccaaagct 


tccccaaggt 


gcgggcccgg 


auagaaaaga 


ccccggagga 


yyyya.yya.a.g 


91 fin 

Z X 0 


cggggc t acg 


tggaaaccct 


cttcggaaga 


aggcgc t acg 


cgcccgacc t 


^ ^ /~i *~r f* f* ^ ft ft 

caacy cccyy 


Z Z Z (J 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


9 0 Q fl 
Z z 0 U 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 412 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 412 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 
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Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 
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Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Phe Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 



Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 
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Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 



Ser Ala Lys Gly 





835 


<210> 


413 


<211> 


42 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


n 


<222> 


(19) . . (21) 


<223> 


n is any base a,t,c, 


<400> 


413 



caggagctta ggcttcccnn nttgaagaag acgaagaaga ca 

<210> 414 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 414 
cctaagctcg tcaaagag 
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<210> 415 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 415 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 
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QaQCttaQQC 


ttcccgtttt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


QCQQtQCtQq 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gage t caeca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


aCQQCCaCQQ 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


CCQaQQCQQQ 


t tQQQCQttQ 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcct eg 


cccacct c tc 


cggggacgaa 


aacctgatca 


gggtct tcca 


QaaQQQQaacr 


1920 


gacat ccaca 


cccagaccgc 


aagctggatg 


t tcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


t tcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


aacTQaQcrcQa 
y-*y y-'-y y ^y y 


tggcctttat 


agagcgctac 


2100 


tt ccaaaact 


tccccaaaat 


cscactcsccticso 
y ^ y y y *^ rf y 


ataaaaaaaa 


ccc tacraacra 


CTQcraaaaaaa 
yyyy*^yy*=*^y 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tacccaacct 


caacacccaa 


2220 


gtgaagagcg 


t cagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 416 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 416 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 
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Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 



Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 
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His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Val Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 



Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 
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Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 417 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 417 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 
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acgcgggcgg 


ay^U Uadciy ^ 


t/-<4- r^r^r^r^c^t~'r^ 

u-*— uy y ^i-.y 


cgcaggggcg 


yccycycycd 


ccy y y cay v-ci 


X V/ ^ V 


y occcc c cgy 


L-yyyyv_ua.aa 


y y a^u L.u>aay 


gaggcccggg 


/~T /-»/-• 4- /-t /-» t" f>frf* 

ycccccccyc 


cddy y dv.^0 l.\^ 


X u 0 u 


y CQ^y t.(_ t. cyy 


uuy ciyyy a 


y y y y u. L. ay a 


u^y uy (^L^i^y 


yyydcyaccc 


L.dcycc^v^i«^ 


114 0 


/~» /~t t" o /~< z"' t~ r^r* 
yCCL.a.CCL.CC 


t" <~^n a ^ i" "t" 

uyy dcut- L. 


a a <^a/^/^ar^o 
y aaUcKw^av^O 


cccgaggggg 


f- fffff>fff>fffjfifi 

^yycgcggcg 


ccacygyygy 




gagcggacgg 


ayyacy ccyc 


c c a c cy y y c c 


cccccc ccyy 


a ft a ft ft f*^ f^ f* ^ 

ayayycccca 


4* f* ft ft a a n 4* n 

ccyyddcccc 




C C L-«a.y Cy CC 


ucyayyyyya 


yyayaayc uc 


c c c uyy c t. c u 


a n a n n a ft ft t" 

dccacyayy c 


fi(~t a a a a nn 

yyddddy CCC 


1 9 n 

J. J z u 


C ucccccyyy 


t cc cyy ccca 


cauyyayycc 


accyyyy cac 


ft ft f* ft ft ft ^ f*ffi~ 

99cgggacgT: 


ft ft f f i~ a 1^ r*« 4" 

yycc cdccc c 


1 ft 0 


^ a c^ttr^ t~ +" t~ 
t_ciyy Ct-t- L. t U 


^-ou-uyyayv-c 


uy uyy ayyay 


acU'U.yt^L.yv^L. 


■f" r^na **ma rma 

ccydyydgyd 


nn f* (^4~4~ r^r^or^ 

yyccccccyc 


1 440 

X r± *z V 


u t-ygcyyy cc 


aCCCU U C U>cxa 


U U L. L. a a U L. (- C 


f^fifrfi^ n a fxr* 

t-.yyya.cca.yc 


cyy dddyyy c 


yccccccydc 


1 ROO 
X Z7 U U 


y a,y c u t a.y y c 


+" ^ ^ a 1^ t" t~ t" 

U t. C C C ay U L. U 


na ana ana nn 
y aay a.a.y a C y 


a a ft a a na n a n 
a a y a a.y a C ay 


nn a a n^nn'h' n 

y cddycy c CC 


/— < 3 /— I /-« ft f^ ft ft f> 

cdccdy cy cc 


1 ^fiO 
X ^ D V 


gcggtgctgg 


aggcccuacg 


ggaggcccac 


cccaccgcgg 


agaagacccc 


c cage ac egg 


1 <^ 9 0 


gsgct caeca. 


agctcaagaa 


cacctacgtg 


gaccccct cc 


caagcctcgt 


ccacccgagg 


1 ^ Q 0 
J. 0 0 U 


acgggccgcc 


cccacacccy 


cu ucaaccag 


acggccacgg 


ccacggggag 


gc c cagcagc 


1 1 A n 


tccyacccca 


acccy cay aa 


CatCCCCy cc 


cgcacccccc 


ugyyccagay 


*^a 4* f* f* ft f* f* ft ft 

gacccy ccgy 


1 ft 0 0 
X 0 U U 


gcc L- ccgcyy 


ccy ayycyyy 


t tyyy cy t. cy 


y cyyccc cyg 


dC cacdycca 


ft 3 4~ a /^a ft ft +* /"» 

ga cagagc CC 


X 0 0 V 


Q,ycy ucc t-oy 




L.yyyyo.U'yaci 


a a n "t" **f a a 
aaCCL.yaL.Ca 


frfjfl 4- /~> 4— 4~ /—t <— » -21 

yyy cccccca 


y y ^y y y y ^y 


1 Q90 

X ^ Z v 


^ ^ ^ ^ ^ 

ya.CCT.UCCa.CS 


cccayaccy c 


aayc uyy auy 


4— 4~ f* ft ft f* ft \'' f* f* 

t. L. cyy cy t. CC 


fi f> f* fftft a ftfrf* 

ccccgyayyc 


/~t 4" ft ft ^ f* ft f f 

cgcyydcccc 


1 QP 0 

X J7 0 U 


ccyacycycc 


y y y cyyccaa 


yacyy uyaac 


■4" 4~ f*ftftf*ft\~ fft 

c ccyycy ccc 


4~ 4" a ft ft ft f* a 

L.C cacy yea c 


ft\' ft fftft a 4" 

y c ccy cccdc 


9 04 0 
z vj 1 \J 


aggct c tccc 


ayy ay cuugc 


cacccccuac 


gaggaggcgg 


^ ft ft f^ f^ ^ 4* ^ ^ ^ 

cggcc CC L.ac 


^ ft ft ft ft f^ ^ ^ 

agagcgc cac 


9 1 A 0 


C- L. C C ao. ay C U 


cccccaayy u 


gcgggcccgg 


a +~ a a a a a a 

aCay daaaya 


/^ 4" ft ft a ft ft a 

ccc cygdyyd 


nrmrTarma an 

gggg^gg^^g 


91 fiO 
Z X 0 u 


cyyyyc t,acy 


Uyy aadCCCC 


4~ 4" n/~T/~T a a a 

c L. ccyyaaya. 


a ft ft f* ft ft t~ a f*fr 

dygcyc cacy 


"4* ft f* f* f*ft ^ f* f*\' 

cgcccgdcc c 


/"I a a ft ft ft ft ft ft ft 

cddcycccy y 


9 9 9 0 
z z z u 


y uyaay dy cy 


ucayyyayy c 


cy cyy ay cy c 


duyycc c ccd 


a ^a t" f^ f f fr 4~ 

dcdcy cccy c 


/—</—» -a ft ft ft ft a /-» 

c c dy y y c d c c 


9 9ft0 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 418 
<211> 836 
<212> PRT 



- 519 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 418 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ser Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp 
625 

Asp lie His Thr Gin 
645 

Ala Val Asp Pro Leu 
660 

Val Leu Tyr Gly Met 
675 

Pro Tyr Glu Glu Ala 
690 

Pro Lys Val Arg Ala 
705 

Arg Gly Tyr Val Glu 
725 

Leu Asn Ala Arg Val 
740 

Phe Asn Met Pro Val 
755 

Met Val Lys Leu Phe 
770 

Leu Gin Val Ala Asn 
785 

Glu Glu Val Ala Ala 
805 

Leu Ala Val Fro Leu 
820 

Ser Ala Lys Gly 
835 

<210> 419 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Synthetic 

<400> 419 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 
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Glu Asn Leu 
630 

Thr Ala Ser 

Met Arg Arg 

Ser Ala His 
680 

Val Ala Phe 
695 

Trp lie Glu 
710 

Thr Leu Phe 

Lys Ser Val 

Gin Gly Thr 
760 

Pro Arg Leu 
775 

Glu Leu Leu 
790 

Leu Ala Lys 
Glu Val Glu 



lie Arg 

Trp Met 
650 

Ala Ala 
665 

Arg Leu 

He Glu 

Lys Thr 

Gly Arg 
730 

Arg Glu 
745 

Ala Ala 

Arg Glu 

Leu Glu 

Glu Ala 
810 

Val Gly 
825 



Val Phe Gin Glu Gly Lys 
635 640 

Phe Gly Val Pro Pro Glu 
655 

Lys Thr Val Asn Phe Gly 
670 

Ser Gin Glu Leu Ala He 
685 

Arg Tyr Phe Gin Ser Phe 
700 

Leu Glu Glu Gly Arg Lys 
715 720 

Arg Arg Tyr Val Pro Asp 
735 

Ala Ala Glu Arg Met Ala 
750 

Asp Leu Met Lys Leu Ala 
765 

Met Gly Ala Arg Met Leu 
780 

Ala Pro Gin Ala Arg Ala 
795 800 

Met Glu Lys Ala Tyr Pro 
815 

Met Gly Glu Asp Trp Leu 
830 
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D O U 
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t^yydv^i^yyy u 


a aaonnaoaa 
dddy v^i^dy dd 


aa not* nnooo 
ddi^y ct^cyyy 


aoaaoa i~ na a 
dy ddy d u Vw- ctci 


oo nnnannh'O 
y y v^dv^Vrf L.y 
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y ddgdC-t- UCd 


no ^i~o^ t* 

ggc cc CL-C t. u 


oo a n n t~ n i" n n 

gy dg t_ u t_ t. o c 


cgyy eg v_gL.d 


nnoann^ nnn 
CCydv_C C Ov-L. 


n n ^ ooa no o 

CC cgydgg eg 


7ft 0 


ydcctcyccc 


^yyyycggga 


gcccgdccgg 


naoooont" i~ a 

ydggggc L. cd 


ooon 4" f" <^ t" 

gggcc t. t. 


ooa oa oon ^ o 

y y dgdygc eg 


ft4 n 


ydg c ct-gy t^d 




n na ot" noon 

cy dg u u L.yy c 


n ^ n n t" ooa oo 

c c c cgy dgg 


n r^cKC* r^r* r* 

ccct^cgcccc 


nnt" ooa ooa o 

CC cgydyy dy 


J u u 


yv^v-t-v-ccyyL. 


c o o n o (*T o a 
u. u- u- v_ y V- y y d 


a oooo n n i~ 1~ n 
dy y y y i_u> l. u t> 


0+" nnrt t- 4- no 

gt-gggcttcg 


t" n n t~ n t~ n nno 


nnnnoaonnn 
e. \_ c c y ciy o 


-7 D U 


acgcgggcgg 


aoof"t~aaa oo 
dy \^ u udddy 


/~t /-I f- on rr^ 
\^\^ L.yy i-i^y 


4- /"t /~i a oooono 

tgcaggggcg 


onnonot"ona 
y oy \_y uy d 


e. e. y y y dy d 


J. \J ^ \J 


ydcct-ct ugg 


ooooont" a a a 

cggggu cddd 


oo annt*naao 

gydcc t-Cddg 


oaoot" r^{~xr^r^ 

gagguccggg 


on n t~ n n t* o n 

gccL.ccL.v-.gc 


n a a ooa nn ^ n 

cddgy dec CC 


1 Oft 0 


gccgcc t. egg 


cc t-cgaggga 


ggggc t-dgac 


c ccgt-gcccg 


gggacgdccc 


CdCgc ccc CC 


1 1 4 O 


/~* /"I ^ /** ^ /"< /*< 
gcctdcctcc 


4— /-»/-T /~1 /-^ ^ 

cggaccc c cc 


gddCdCCdCC 


cccgaggggg 


t^99^9cggcg 


ccacgggggg 


1 9 no 


gaguggacgg 


aggacgccgc 


ccaccgggcc 


cccccci-cgg 


agaggc ucca 


ccggaacccc 




L, u d dy v- y v_ 


c ugaggggga 


/— Tf-T a a a on t" n 

ygdy ddy U\- 


n t" t" oon ^ n 


anna noa oot~ 

dccdcgdyg c 


ooa a a a on n n 

ggddddy CCC 


1 9 0 
X o ^ u 


t~ 1" r» r^r~Tr~Tr~T 

\^ L.v^ e ^^--^y y y 


L-L-u-L-yycu-t^d 


■f- a 4- ooa oon n 
u d L- y y d y y 


a nnoooot" a n 
dt— t-yyyy udu. 


oonoooa not~ 

ygcgyy^cy^ 


/-T/-T/-* n t~ a nn ^ ^ 
yyC'C'Cdcc c c 


1 '^ftO 


\- dy y ^- ^ u u 


v-. u y y dy v— l- 


f- onooa ooa o 
L- y u- y y dy y dy 


at" r^rrir^r^nr^r^ 
d L- v-^-.y L. L-y 


4- noa ooa ooa 
*- v^y dy y dy y d 


oot" n t" t* nnon 
y y c c c c (fc-L-y v.^ 


1 440 


^gy t^gyy ^'- 


dC-C-CUL-UCdd 


/-</— •4-/-<aant~nn 


n r"^ (~i a n n a on 

t-yyydc-cdy c 


4- f~fr~i a a a ooot* 

cyyciddggy c 


ont" nt~ t" t~oan 

y c CC c c cy dc 


1 ^oo 


y dy ^ L. u dy y t_ 


U- L.\_t^^_-y L- c 


oaaoaaoano 
y ddy ddy di^y 


aaoaaoanao 
ddy ddy di^dy 


onaaonon^ n 
y v^ddy v^y o 


na nnoot~onn 
wdv^^yy cyo^ 


J. O V/ 


ycggtgccgg 


a n o t" a oo 

dggL-t-c cdcy 


ooa oon n n a n 

g y d g y c L. d 


nnna t" not* oo 

L. u c d c cy L. gg 


a oa a oa ^ n n t~ 
dgddgdCCC C 


nna o n a n n oo 

ccdgcdccgg 


1 ^^9 0 


rrarrr^l" r^a rr'a 
y dy ^ c ^ d ^ ^ d 


a on f~ na a oa a 
dy L L'ddy dd 


cacctacgtg 


gaccccctcc 


naaonnt~not" 
v^ddy uu-y 


nna n n noa oo 
v_. ci v^ y ciy y 


X o o u 


d^yyy^oy^w 


t^nnanarTT'o 
L.^^d^dv^^^y 


cttcaaccag 


acggccacgg 


nna nooooa o 
^L'dv^y y y y dy 


on t~ t~ a ol" a on 
y v^ L. u dy L, dy ^ 


1 740 




a nn t~ or*a oa a 
d^v^ L.y v^dydd 


catccccgtc 


cgcaccccct 


1~ooonnaoao 
L. y y y V— dy dy 


oa t" nnon noo 
ydL.^v^y^^yy 


1 ft 00 

X O V 


y^— ^-.L-u*-.yL.yy 


nooa oonooo 

ccgaggcggg 


ttgggcgttg gtggccctgg 


ant~at"aonna 
d u d L. L- d 


oa t" aoa ont" n 
y d dy dy ^ 


1 ftfiO 
X o o u 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 
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ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 222 0 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggt 2508 
<210> 420 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 420 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 
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Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 
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Thr Gly Lys Arg Ser Thr Gly Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 



- 526 - 



<ZlV)> 




<211> 








<213 > 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


n 


<222> 


(16) . . (18) 


<223> 


n is any base a,t,c 


<400> 


421 



ggcaagcgct ccaccnnngc cgcggtgctg gaggccctac gg 

<210> 422 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 422 
ggtggagcgc ttgcc 

<210> 423 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 423 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 
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^yy ddy 


ddy y v^y y ddd 


«yy dyyyy cd 
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420 




^^yd^^y^yd 
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^y y dy ^-y y 
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dy L.d^yy^^ u- 


^dy y ^^y y dy 


^ *X 




dO-uut-oyt-yt-. 


v*-*— cc-y L-yyyy 


rra nnnn^~onn 
yd^^ooccccy 


ar^aar^r'tTTT^ 
dCddc c cccc 


cyyyy coddy 


O v U 


ggcaccgggg 


d y d d y cn- c g 


CC CCdcigc CC 


r^f" (^aaooaf^i" 
c c cddy y dy c 


gggy^'^g*-^'- 


rma a a a t~ *^ 
yyddddcc cc 


O D U 


^ a 3 a 

C C C a.a.ga.a. C C 


^-ggaccgggc 


a a a r^(^ a ^a a 
ciddy CCdydd 


ddcy cccyyy 


aoaar^ai" r^aa 
dy ddy d c Cdd 


yycccdcc cy 


790 


y a.a.y t-Co. 


ggc ceo c. c 


y y cty c c c c c c 


cyyycycycd 


ccydcccccc 


r*t^i~ rrrra f^frt* o 
CC cy y dy y cy 




y a.cc ucy ccc 


^9g99cggga 


gcccgdccgg 


y dy ggy CC Cd 


gggcc c CCC c 


nna (^a t^nr^ i~ n 
y y dy dy y c cy 


O *± VJ 


ya.g t. t-cgy Co. 


gc C U C C t C d 


cgciy c ccgyc 


c ccc cyydyy 


cccccycccc 


c c c y y dy y dy 


-7 v u 


y ccccu tyy c 


ccccgL-t^gy d 


dgyygcc c CC 


ycyyyccccy 


c CC CC c c ccy 


c c c c y dy c c 


7 D U 


stigcgggcgg 


age c Cdddgc 


cccggccgcc 


ugcaggggcg 


y ccy cy cy cd 


c cyyy Cdy Cd 


X u ^ u 


gacccc ucgg 


^ ^ ^ ^ 

cggggc tddd 


ggdccccddg 


gaggcccggg 


y CC CCC ccy c 


Cddy y dec c c 


1 oftn 

X u o u 


gccgt ct tgg 


cc ucgaggga 


ggggccdgdC 


c ccgcgcccg 


gggdcgdccc 


cdcgcccccc 


X X *± u 


f~tf^ ^ 'Zi f~* ^ r"^ 
yCC.-Co.C..CC-CL- 


L.yycio(_cL. uv- 


/-» a a/^a^^a^^ 
y ddCdCCdCC 


cccgaggggg 


t-ggcgcggcg 


ccdcgggggg 


X ^ V U 


y «gt.gga.cgg 


dggdUgL-cy c 


ccdccyggcc 


ccccccccyy 


a r^a r^nt^ i~ a 
dy dy y c cccd 


c cy y ddc c c c 


1 9 ^^ 0 

X ^ Q U 


^ 3 ^ 

C t. t.cia.gC-.y 


ucgctyyy y y d 


yydyddy c cc 


^ i" i~ nti t^'^ 
CCC cyycccc 


dccdcy dyy c 


yy ddddy CCC 


X o ^ u 


cccccccgyy 


t-cc cggcccd 


CdCggdygcc 


dccgggg cdc 


ggcgggacgc 


yycc cdccc c 




^ ^^/^ ^ ^ ^ ^ 

Cayyccc L. t u 


ccc uggdy c L. 


cy cggdggcig 


dcccyccycc 


ccy dyy dyy d 


y y CC c c ccy c 


144 0 

X*x *± U 


L. uygcgggcc 


dCCCCt-L-Cdd 


CCCCddCCCC 


cyyy dccdy c 


i~ (^(*Ta a a 0(T(*t1~ 

cyydddyyy c 


yccccccydc 


1 ROO 

X ^ V U 


y dy (^c t-a.gy 


^ +~ /~t /"I r^fxf^ "t" "f* 

t-ct-cc-ycd-u 


/^a a n a a (Ta f~^n 
y ddy ddy dcy 


a a f~ra a oa o a 
ddy ddy dCdy 


y Cddy cy ccc 


n a a nn 1" +" a 
cdccdy c c Cd 


X ^ o u 


gcggcgccgg 


dggccc udQ^g 


ggdggccccic 


cccd ccy egg 


a ("ra a ^a +" ^ ^ 
dy ddy d CCC C 


ccdy cdccyy 


1 9 0 

X D <^ U 


y cty o L. \_ d o cL 


a ^^/^ +~ a a ^a a 
dy c u (-.ddy dd 


Cdcc cdcy cy 


ydccccc ccc 


c ddy CC ccy c 


ccdcccy cty y 


1 fiRO 

X O O V/ 


dc^g y y y u 


L.v^Od(_dv^v^oy 


c c c Cddccdy 


dcy y ccdcy y 


ccdcy y y y dy 


cyr*^ ^ aot"aor^ 
y c c c cty c dy c 


1740 


O ^ y d. U ct 


a/**/**t~rT/^ar^aa 
dO uy (.^dy dd 


cdcccccycc 


nrma rrT'nr't" 
^y^d^i^^v^^ L. 


i~ nrTrrr' r* a rra n 


ydL-o^y^^oyy 


1 ROO 

X O V/ u 


gc C C L. Cy cy y 


ccgaggcggg 


c t-gggcy ccy 


g c ggc c c c gg 


a<^t"ai~ar^r*r^a 
dc Cd cdy ccd 


r^a t" a rra rr/^ ^ 
y d c dy dy ccc 


1 RfiO 

X O O V/ 


t,.y cy c c c u cy 


v^%i^C>dOv^U'V^L.v^ 


cy y y y dcy dd 


a a no t~ rta t~ na 
ddco cy d ccd 


yyyc^— c L.k^%^d 


nna rrfTOfra a o 
y y dy y y y ddy 


1 990 

X ^ ^ VyF 


y ct v,^ ct L. ^ ^ d O ct 


o c. dy d oy e 


d dy c 1- y y d L. y 


L. u^yy^y 


^ v^^oy y dy y ^ 


pert" craa cccc 
^yu>yydv^^v^^ 


X ^ o V 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


99ggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 
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cf t* Cf A a cr a cr r* a 
y ii-y ciciy 


t dAGQci^cicic caccici^^acicic ataaccttca 


acatacccat 

w* \^ Wi4 \^ ]^ ^ 


^ ^ y y y " ^ 


2280 




t" r'a t'craaar't* ccsccrii' ocii' a a acre t" ct" t"r*c 
L> ^ ci. L^y cmy v.^c- ^y^^^'^yy*--y ^^y ^ *»• ^ t- 1- 


C C CaC C t C! CCT 


yyciyciL-yyyy 


2340 


gcccgcatgc 


tcctccaggt cgccaacgag ctcctcctgg 


aggcccccca 


agcgcgggcc 




gaggaggtgg 


cggctttggc caaggaggcc atggagaagg 


cctatcccct 


cgccgcgccc 


Z4 O U 


ctggaggtgg 


aggtggggat gggggaggac tggctttccg 


ccaagggt 




O C O 

z b U o 


<210> 424 




























<211> 836 




























<212> PRT 




























<213> Artificial Sequence 




















<220> 




























<223> Synthetic 
























<400> 424 




























Met Asn Ser 
1 


Glu 


Ala 
5 


Met 


Leu 


Pro 


Leu 


Phe 
10 


Glu 


Pro 


Lys 


Gly Arg Val 
15 




Leu Leu Val 


Asp 
20 


Gly 


His 


His 


Leu 


Ala 
25 


Tyr 


Arg 


Thr 


Phe 


Phe 
30 


Ala Leu 




Lys Gly Leu 
35 


Thr 


Thr 


Ser 


Arg 


Gly 
40 


Glu 


Pro 


Val 


Gin 


Ala 
45 


Val 


Tyr Gly 




Phe Ala Lys 
50 


Ser 


Leu 


Leu 


Lys 
55 


Ala 


Leu 


Lys 


Glu 


Asp 
60 


Gly 


Tyr 


Lys Ala 




Val Phe Val 
65 


Val 


Phe 


Asp 
70 


Ala 


Lys 


Ala 


Pro 


Ser 
75 


Phe 


Arg 


His 


Glu Ala 
80 




Tyr Glu Ala 


Tyr 


Lys 
85 


Ala 


Gly 


Arg 


Ala 


Pro 
90 


Thr 


Pro 


Glu 


Asp 


Phe Pro 
95 




Arg Gin Leu 


Ala 
100 


Leu 


He 


Lys 


Glu 


Leu 
105 


Val 


Asp 


Leu 


Leu 


Gly Phe Thr 
110 




Arg Leu Glu 
115 


Val 


Pro 


Gly 


Tyr 


Glu 
120 


Ala 


Asp 


Asp 


Val 


Leu 
125 


Ala 


Thr Leu 




Ala Lys Lys 
130 


Ala 


Glu 


Lys 


Glu 
135 


Gly 


Tyr 


Glu 


Val 


Arg 
140 


He 


Leu 


Thr Ala 




Asp Arg Asp 
145 


Leu 


Tyr 


Gin 
150 


Leu 


Val 


Ser 


Asp 


Arg 
155 


Val 


Ala 


Val 


Leu His 
160 




Pro Glu Gly 


His 


Leu 
165 


He 


Thr 


Pro 


Glu 


Trp 
170 


Leu 


Trp 


Glu 


Lys 


Tyr Gly 
175 




Leu Arg Pro 


Glu 
180 


Gin 


Trp 


Val 


Asp 


Phe 
185 


Arg 


Ala 


Leu 


Val 


Gly Asp Pro 
190 




Ser Asp Asn 
195 


Leu 


Pro 


Gly 


Val 


Lys 
200 


Gly 


He 


Gly 


Glu 


Lys 
205 


Thr 


Ala Leu 
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Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Leu Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 



Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 
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Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 
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<210> 


425 


<211> 


42 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


n 


<222> 


(19) . . (21) 


<223> 


n is any base a,t,c. 


<400> 


425 



ggcaagcgct ccaccagcnn ngcggtgctg gaggccctac gg 42 

<210> 426 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 426 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


^99^9999^ a 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 
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gacctcgccc 


y y y y ^ y y y 


gcccgaccgg gaggggctta 


gggcct tCCt 


QQaaaaac t a 
yy *^y^yy^ "-y 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctoQaaaaci 

Nii* w ^ ZD ZD ZD 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


t octet cccg 


ccccgagccc 


960 


atQtqaqcQq 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


QCCQCQtQCa 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtct tgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


^ V-* V— ' W W Vw^ \^ 


t craa c c c 1 1" c 


gaacaccacc 


cccgaggggg 


t CSCICCSCIOCICCS 

*-yy^y^yy^y 


c t a p crcicf Cf Cf cr 


1200 


aaataaacoa 


aaaacQccac 


ccaccgggcc 


ctcctctcgg 


acraaact cca 


t caaaacctc 


1260 


ct t aacrccjcc 


t caaaaacrcia 


ggagaagctc 


ctttggctct 


accaccracjat 


acraaaacrccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


yy '-yyy^^^^y ^ 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


t cgaggagga 


ggtcttccgc 


1440 


1 1 aQCQQQC c 


accccttcaa 


cctcaactcc 


cgggaccagc 


t QaaaaociQ t 
'-yy '-^yyy 


gctctttgac 


1500 


aacrc 1 1 acrac 


1 1 c c c a c c t fc 


gaagaagacg 


aagaagacag 


cr c a a cr c a c t c 


CS^CCS^dCCCSt. 

\^ t* N-H- V-^ ^3 W W ^ \^ 


1560 




s^csctccctia.cct 


ggaggcccac 


cccatcgtgg 


aaaaaat cc t 


CCSCtCS^CClCSCI 
V— ' w \-« V— • ^y y 


1620 


aaact caeca 

C#4 *w W V*^ \mf 


aac t caaaaa 


cacctacgtg 


gaccccctcc 


caaacc t cat 


ccaccccracra 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


c c acQaacraa 

v** * ^ ZD ZD ZD z? 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tcracrccaaaa 

^ ZD ZD ^D ZD TP 


dSiticccicccia 

ZD ZD ZD ZD 


1800 




^^y '-*yy ^yyy 


ttgggcgttg 


gtggccctgg 


actatagcca 


oa t acraac t c 


1860 


CO cat. act. CCS 


cccacctct c 


cggggacgaa 


aacctgatca 


acicrtct tcca 

ZD ZD ZD ^ ' t* 


crcraaacjaaaa 

yyayyyy day 


1920 


oacatccaca 


ccc3LCsa.cccsc 


aagctggatg 


ttcggcgtcc 


ccccacraaac 


cotaaacccc 


1980 


c taataccrcc 


aaacQQCc aa 


gacggtgaac 


ttcggcgtcc 


t c tacaacat 


atcccrcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tcracct 1 1 at 


aaaacQC tac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


aaaaaacra aa 
yyyy^yy**^y 


2160 




tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


QtoaacracrcQ 
y *-y'-*'-*y "^y ^y 


tcagggaggc 


caccrcracrcac 

^ ZD ZD -D Z3 ^^"^ 


ataacct tea 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 
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<210> 427 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 427 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Arg Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 



Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 





835 


<210> 


428 


<211> 


2499 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 428 
a c g a a u L. C y y 


ggacgc ugcc 


CC L.C L. t uy ay 


ccca.agyy CC 


yyy ccc uccu 


99^99acggc 


o u 


caccacctgg 


cctaccgcac 


c t cccacgcc 


ccgaagggcc 


ccaccaccag 


ccggggggag 


1 O fi 


ccggtgcagg 


cggt ctacgg 


ct tcgccaag 


agcctcctca 


aggccctcaa 


99a99acggg 


1 Q n 
loU 


gacgcggtga 


t cgtggtc t t 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


o j1 n 


gggtacaagg 




ccccacgccg 


gaggactt tc 


cccggcaact 


cgccctcatc 


T A n 


^sggs^gctgg 


tggacctcct 


9999ctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


T n 
J b U 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


T A 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


A O f\ 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


C /I A 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


£■ rt 

600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


o oO 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


TO A 

0 


aagctc tcct 


gggacctggc 


caaygugcyc 


accy acc tgc 


ccccygayy c 


gy a.cc t-cy cc 


T P A 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctt tc 


tggagaggct 


t gagt t tggc 


Q /I A 
o4 U 


agcctcct cc 


^cgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


Q A A 

y 00 


cccccgccgg 


aaggggcctt 


n 4- — ^ — — — — — 1—1—1— 

cgtgggcttt 


j-<r4- ^4—1— 1— _ M 

gtgctttccc 


gcaaggagcc 


catgtgggcc 


Q ^ A 

ybo 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1 A O A 
10^0 


aaagccctca 


gggacctgaa 


99^99C9cgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1 A Q A 

10 oO 


gccctgaggg 


aaggcct tgg 


cctcccgccc 


ggcgacgacc 


ccatgc t cct 


cgcctaccuc 




ctggaccctt 


cgaacaccac 


c c c cgagggg 


gtggcccggc 


gctacggcgg 


gga^gtggacg 


1 O A A 
1^00 


gaggaggcgg 


gggagcgggc 


cgccctt tec 


gagaggctct 


tcgccaacct 


get taagagg 


1 O C A 


cttgaggggg 


^99^9^99*^t 


cctttggctt 


taccgggagg 


tggagaggcc 


— — 1_ J_ X- _ _ _ 1_ 

ccuttccgcu 


1 'D O A 
1 JZO 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgccgggacg 


tggcctatct 


cagggccttg 


T O O A 
1 J O 0 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


■\AAr\ 


caccccttca 


^ ^ -f\ *fH 4— 

acc ucaac t c 


ccgggaccag 


c cggaaaggg 


tcc ecu t-cga 


cgayc cayyg 




c t tcccgcca 


ucaagaagac 


gcaaaagacc 


ggcaagcgcu 


ccaccaycy c 


cy ccy ucc eg 


xo o u 


gaggcccucc 


gcgaggccca 


ccccaccyty 


y aya.ay accc 


cy Ca.y ua.ccy 


yyciycucd.cc 


XO ^ u 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 
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gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 22 80 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
9^99tgggga taggggagga ctggctctcc gccaaggag 24 99 

<210> 429 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 429 

Met Asn Ser Gly Met 
1 5 

Leu Val Asp Gly His 
20 

Gly Leu Thr Thr Ser 
35 

Ala Lys Ser Leu Leu 
50 

Val Val Phe Asp Ala 
65 

Gly Tyr Lys Ala Gly 
85 

Leu Ala Leu lie Lys 
100 

Glu Val Pro Gly Tyr 
115 

Lys Ala Glu Lys Glu 
130 



Leu Pro Leu Phe Glu 
10 

His Leu Ala Tyr Arg 
25 

Arg Gly Glu Pro Val 
40 

Lys Ala Leu Lys Glu 
55 

Lys Ala Pro Ser Phe 
70 

Arg Ala Pro Thr Pro 
90 

Glu Leu Val Asp Leu 
105 

Glu Ala Asp Asp Val 
120 

Gly Tyr Glu Val Arg 
135 



Pro Lys Gly Arg Val Leu 
15 

Thr Phe His Ala Leu Lys 
30 

Gin Ala Val Tyr Gly Phe 
45 

Asp Gly Asp Ala Val lie 
60 

Arg His Glu Ala Tyr Gly 
75 80 

Glu Asp Phe Pro Arg Gin 
95 

Leu Gly Leu Ala Arg Leu 
110 

Leu Ala Ser Leu Ala Lys 
125 

lie Leu Thr Ala Asp Lys 
140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 
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His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu 



<210> 430 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 430 

acgggggtgc gccgggacgt ggcctat 27 

<210> 431 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 431 



atgaattccg 


^99cgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 
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^ /~1 ^ ^t^V /~1 

yaccccyccc 


aggggcggga 


gcccgaccgg gaggggctta 


gggccc cccu 


ggagaggccg 


Oft u 




y C C C. C C L- C C a. 


cgagttcggc 


ctcctggagg 


cccccycccc 


cccggaggag 


^ u u 


y cccccuyy c 


ccccyccyya. 


aggggccttc 


gtgggcttcg 


t-CCL-CUCCCg 


ccccy ay ccc 


2? D U 


acgcgggcgg 


ay c c L. a. a. ^y c 


cctggccgcc 


tgcaggggcg 


yccy cy cyca 


ccgyy cay ca. 


X u ^ u 


gacccccugg 


cggggc u aaa 


ggacctcaag gaggtccggg 


gcctcctcgc 


caaggaccuc 


1 n Q o 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 




gcctacctcc 


tggaccct tc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


T o n n 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


Iz o U 


^ ^ ^ ^ 

ccuaa.gcgcc 


c cgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


n 1 o n 


c u c u c c cy y y 


cccuyyccca 


tatggaggcc 


accggggtac 


ggcgggacgu 


yycccacccc 


1 Q n 
X J O U 


Ca.yy ccc L c c 


cccuyyay cc 


tgcggaggag 


atccgccgcc 


t cgaggagga 


ggccccccgc 


1 A A n 


u tggcgggcc 


acccc u T-Caa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctct ttgac 


T C A n 


gagcttaggc 


t tcccaagtt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


T C ^ A 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


T ^ D n 


gage t caeca. 


age tcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


T ^ O A 


^ 

acyyy ccy cc 


^ ^ ^ ^ ^ 

cccaca.cccy 


cttcaaccag 


acggccacgg 


ccacggygag 


y c c cay t age 


1 '7 A n 

i / ft u 


t ccgacccca 


acc cgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gat ccgccgg 


T Q n n 
X o U U 


gcct tcgtgg 


c cgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


T o n 


cgcgt cctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


T Q o n 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


T Q o ri 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtecgeccat 


zU4 U 


ayy c cccccc 


agy agcc tgc 


catcccctac 


gaggaggcgg 


tggcct t t at 


agagcgctac 


Z ± u u 


L. u C C o, a, a. y C t- 


t, ccccaagy c 


9cgggcctgg 


atagaaaaga 


ccccggagga 


ggggaggaag 


Z X D u 


cyyyy ct-a.cy 


t.yy aa.accc u 


cttcggaaga 


aggcgctacg 


L.gcccya.cc t. 


caacycccyg 


o 0 "5 n 


gcgaagagcg 


c c agggaggc 


cgcggagcgc 


atggccttca 


acacgcccgc 


ceagggcacc 


o o Q n 
zz o U 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 
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<210> 432 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 432 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 



<210> 


433 


<211> 


36 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Synthetic 
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<400> 433 

cttaggcttc ccaagttgaa gaagacgaag aagaca 36 

<210> 434 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 434 

tgtcttcttc gtcttcttca acttgggaag cctaag 36 

<210> 435 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 435 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 
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a t* ^cin 
cig^ L- L-ddcig^ 


wv^i-gg^-^^gv^^ 


ugcaggggcg 


geegcgcgca 


ccgggcagcd 


1 n*? n 
X u z u 




^yyyy^ uctctd 


ggdLrV^ L. Lrddg 


gagguccggg 


t~ f^f^f> 

gceucet-cgc 


caaggacc tc 


1 n p n 
± u o u 




L. L. wy dy y y ct 


yyygu Udgac 


c L-cgugcccg 


gggacgaccc 


caugct-ccc.c 






cggd^^^v^c 


gddv^dL'L.dL.L. 


cccgaggggg 


^ygcgcggcg 


ccacgggggg 


1 o n o 
X z u u 


ycty L-yycu^yy 


dy yd^g^^gv^ 


^^^dL,v^gygv-L. 


^ ^ ^ ^ i~ ^ i" r^cif^ 
x^L.L'L.L.wL.v^gg 


dgdgge ueed 


L. cggaacjc L. c 


xz o u 




yyyyyy 


yydyddy^ l.^— 


c t~ t~ t~ z*' t" o +" 
^rfUCL-ggt^L-t— u 


dL'L' degdgg u 


ggddddgouQ^ 


X J 4^ VJ 


L. I- u^-^_oy y y 


LwCLyyO^Q^Cd 


udL-ggaggcc 


accggggcac 


ggcgggacy u 


ggcctacct t 


T o Q ri 


3 r^cir^ ^ t" t" 

t*ciyy Q^OQ^ u u c 


c^cc cggdgo^ c 


^-y egg ay gag 


acccgccgcc 


t cgaggagga 


ggtct tccgc 


X44 U 


L. uyy t^yyy c^c- 


d C C u u C d o. 


cctcaacccc 


cgggaccagc 


tggaaagggt 


gc tctt tgac 


1 c n 


y ciy ^ c u cty y 




gddgddgdCg 


aagaagacag 


gcaagcgccc 


caccagcgcc 


1 c c n 
XOD U 


yt-gy t-gcugy 


dg gVi^^L^L-d^g 


gg dg y V- v- Q^dQ, 


c d c eg ugg 


agadga ucc t. 


ccagcaccgg 


X oz u 


g ^y ^ ^ ci ^ ^ ct 


dg ^_ u v^ddg dd. 


L'dL'ti^L.dv-gug 


/"< 

gdceeeeuet- 


caay cc ucgu 


ccacccgagg 


X o o u 


ct y y y L. v_ g ^ 


UQ^v^dUdCwCg 


c c uCddCC.dg 


acggccacgg 


ccacggggag 


get tagtagc 


X /4 U 


CCCydCCCCd 


dcc ugcag aa 


cauccccgcc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1 Q r» n 


gcc u tcy ugy 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


T O ^ A 


cgcgt-cc ucy 


^ ^ 'f* 

cccacctccc 


cggggacgaa 


aacc tgat ca 


gggtcfctcca 




T Q O A 




\^\^\^ d ^- g 


ddgc uyy dcg 


c ucgy eg ccc 


ccccggaggc 


cgtggacccc 


1 o Q n 
xy o u 




yyy^yyo^dd 


yd^yy L.y dd^ 


L-^ggx— gL-t— 


L.t-rUdeggodU 


gcc^cgcccdt. 


Z U VJ 


ciy y^ L-V^ Uv.*^^ 


dy y dg l. L.go 


i^dU^^^<vL.d^ 


gaggaggcgg 


uggcc L. u cau 


agagcgc uac 


Z X u u 




L. ^ ^ d dg g L- 


gcgggcccgg 


d udgdciddgd 


ccccggagga 


gggg^gg^^g 




^9y9y^*-^^y 


uyydddcct_ c 


ecu eg gaaya 


aggcgc t acg 


tgcccgacc t 


caacgcccgg 


o o o n 


gugaagagcg 


tcagggaggc 


cgcggagcgc 


atggcct tea 


acatgcccgt 


ccagggcacc 


zz oU 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 436 
<211> 836 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 436 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 



- 548 - 



Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie Ala Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 437 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 437 

gaggggaagg acatcgccac ccagaccgca age 
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<210> 438 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 438 

gcttgcggtc tgggtggcga tgtccttccc etc 33 

<210> 439 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 439 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 
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^yyyy**- ««ci 


yyw^v*- u^ddy 


yaggt-ccggg 


yccuccucgc 


^ a a ft ft a ^ o o 
CddggdCCCC 


J. u o u 


3 ^ ^ r3 i» ^ ^y *H 


^^-•yCTyyya 


y y y y ^ l- ciy c* 


^^y ^y^^^y 


y y y d v- y d c c t_ 


a t~ f^f* ^ f*r^i~ 


1 1 d n 


VJl^^ L. d ^ L. ^ 


L-yycii— i_CL.uc 


yddcdc^dt^^ 


cccgaggggg 


t" flftftftf^fTfT/^ft 

eggcgcggcg 


/*» ^ ft ft ft ft ft ft ft 

ccacgggggg 


1 o n ri 


y ^y ^y y ct^y y 


cty y ctcy v_ cy c 


ccdccygycc 


c c c c L. c u egg 


a ft ^ ft ft ft ^ ft ft 

dgaggcucca 


ccggaaccuc 




C C L-cla.y L.y (_C 


c eg ay y gy ga 


ggagaagc t c 


ecu tggcucu 


accacgaggt 


ggaaaagccc 




\^ i-t- L.v^v^v^yyy 


\~ rT^\~ r*T<*T o a 
L-cci^yycccd 


Uduyy dygcc 


a ft ft ft ft ft ft i~ ^ f^ 

dccggggeae 


ggcgggacgc 


ggcccaccL. u 


1 "5 Q n 


^ ciy y ^ u L. L- 


^ +~ rma /~ir^ f~ 


t-y eyy dyydg 


a ft ft ft f*ft ft ft 

dteegeegee 


L. cgaggagga 


ggtcttccgc 


144U 


^ "-yy^yyy*^^ 






^- y y y d v- d y 


L-yy dddyyy t. 


ftf* ^ f i~ i~ ^ ft ^ f 

gct.ct.t.L.gdc 


1 1; n n 

X D U (J 


y ^y ^ L> I., oy y 


L. L.^^^\^y^^L. w 


y d dy d dy o y 


aaoaa/Tar^arr 
ddy ddy dedy 


fff* a a ft f ft ft "fr" 

gcddgcgc uc 


ft ft ft ^ ft ft ft ft ft 
cdccagcgcc 


X o o u 




dy y ccc udcy 


gy dgy cccdC 


cccdt-cgugg 


^ ^ ^ /*T ^ ^ ft ft +- 

agaagat ecu 


ccagcaccgg 


1 it O A 


y ay Cj L. L. ^ C C. ca 


a i~ ^ a a a 

dy c t-Cddy dd 


cdcc tacgug 


gacccccccc 


caagccucgc 


ccacccgagg 


T /T Q A 


a. v.- y y y C y C v_ 


UCCdCdCCCg 


c c t-caaccdg 


dcggccacgg 


c c a c ggggag 


gcttagtagc 




t" i^r'nao/^/^^^a 
L-L.L-ycn_t_-^_-t— d 


a o ^ rtt~* a (~t a a 
dc c uy c dy dd 


CdL-CCCCgUC 


ftftft ^ ft ft f^ f^ f^^ 
cgcd.ccccc L. 


ugggccagag 


gatccgccgg 


1 Q A A 


y u L. ^y *-y y 


ccgaggcggg 


u ugggcgccg 


g*-ggccct:gg 


^ /"» 4- o 4- ^ ft f* ft 

ae caudgecd 


gacagagccc 


1 Q A 

X oo U 


*-y^y i-v-v-u ^y 


r^r'(^a(^ot~r't~r^ 
CCCdCCUCLC 


cyggy dcgdd 


ddcccgduca 


gggu c c c c c a 


ggaggggaag 


1 Q O A 


fra/^at" r^r^a r^a 
yctv^dL.v-'^ctL.ct 


cccdy dccy c 


ddgc uggdcg 


+" "H" ft ft ft ft i~ fi ft 

u ccggcgucc 


c c c cggaggc 


cgcggacccc 


1 Q D A 

1 y o u 


"H /^a "f" f~^/~^f~^r* 

ctyciuycycc 


ft r"^ ^ ^ 

yyy cggccda 


e~r ft frft 4" ft ^ ^ /"» 

gacggcgaac 


c tcggcgucc 


tctacggcat 


gtccgcccat 


O A yl A 


a ftf^ f^/^ /~* 

ca.yyct.CL.ccc 


dy y dye c cgc 


caucccctac 


gaggaggcgg 


tggcctt tat 


agagcgctac 


O 1 A A 
Z 100 


a a a "H 
t. t-CCd-ciciyC L. 


t ccccddggc 


ft f^ ft ft ft f^ ft 4- ft ft 

gcgggcc L.gg 


atagaaaaga 


ccctggagga 


ggggaggaag 


O T ^ A 


^yyyy^L-dt^y 


t" fT(~ia a a o t" 
uy y dddoo u 


u L. cy y ddy d 


a f^ftf^ftf* +* a f^f% 

dygcgc t-dcg 


ft f* ft ft ft a /"» /"» 4~ 

ugcccgdcc t 


ft ^ ^ ftftg-t ft ftr^ft 
caacgcccgg 


o o o n 
Z ZZ U 


y uyctctycty Vw.y 


^ cdy y y dy y c 


cgcggdgcgc 


a t" ft ft f^ ft t" "t" /"^ a 

dcggcc u ucd 


a O +* ft ft ft ftfm\- 

dca.t.gcccgu 


ccagggcacc 


o o Q n 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 440 

<211> 836 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 440 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 



Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 
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Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Pro Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 
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Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 441 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 441 

cccgccttga agaagccgaa gaagacaggc aag 

<210> 442 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 442 

cttgcctgtc ttcttcggct tcttcaaggc ggg 33 

<210> 443 

<211> 2499 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 443 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


^^9g99cctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgttt 


accgggcgga 


ggatcccttg 


1020 


gaggccttgc 


gggggcttgg 


ggaggtgagg 


gggcttttgg 


ccaaggacct 


ggcggtgctg 


1080 


gccctgaggg 


aagggattgc 


cctggcaccg ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggatcctt 


ccaacaccgc 


ccccgaaggg 


gtagcccggc 


gctacggggg 


ggagtggacc 


1200 


gaggaggcgg 


gggaaagggc 


gctgctttcc 


gaaaggcttt 


acgccgccct 


cctgaagcgg 


1260 


cttaaggggg 




tctttggctt 


tacgaggagg 


tggaaaagcc 


cctttcgcgg 


1320 


gtcctggccc 


acatggaggc 


cacgggggta 


cggttggatg 


tggcctactt 


aaaggccctt 


1380 
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*-y y ciyy ^yy d 


era t" aacrapcjp 
y ^ ^ ^^y y ^y v 


ivVa^y ciyy ciyy 


acrcrl" ppa ppcr 
dyy L>v^^^cLv^^y 


p p 1" crop per crcr 
v^^L.yyv*^-.yyy 


144 0 


cat'cctttca 

^ ^ ^ 


acc taaact c 


ccgggaccag 


c t Qaaaacraa 


tcatct ttoa 


CldAClC^\lCldd 


1500 


ft" t" r'pr'ar'Pri 

^ C> ^ %^ w W d 


t" r'aacraaaac 

cmy c*c*y w 


craaaaaaapa 


aapaacrccrpt' 

y y ^c*.c*y ^y w (or 


ppappaapcip 
v.» w **y ^ y ^ 


c*dcc*dt' t~ t* 1~cr 

v,*y w vy ^ V- ^y 


1560 


CTScjcrrT't' t"cip 


acjciaaapt" pa 
y y y ^y y v-» v.* c* 


t p c c a t pcrl" cr 


crap per pat" pp 


t"t"pacrt"appcr 


crcracrpt" t" t" pp 
y y ^y v w ^ w 


1620 




oaappt'apa't" 

y ci ci w ^ u> ci w l« 


pcrat" pppt* t"cj 


p p t" cip p p t* crcr 
^ w w-y ^ w ^ ^y J 


1~ppappppaa 


era pcra Pioc^dc 

y c« wy cici^ ^y ^ 


1 680 

X V V v 




a1"t't"paAPpa 


yd^yy^^d^^ 


y^odi^yyyyd 


yy^ L. L-dy^^dy 


^u-^yydL>w^ L. 


174 0 




d u d L. V- wy L- 


y^y^d^i^^^L, 


L. L.y y y ^^dy v.* 


y y d L-^_L-y t_v-y 


yyv^i^uuL^yuy 


1 ftnn 

X o u u 


y os^y dyycAyy 


ggLygaggcc 


yy wyy l. l. l. L-y 


y d^ L>d^dy 


dy d u uy dy l. 


c a nfTCi t~ c c ^ Cf 
^ ciy y y u I, y 


X O O \/ 


y^y^cn— w L- L- L- 


^^yyyyd^yd 


era appt"aat"p 


^yyy l- l,wv^ 


dy y dy y y o^d 


ncia r*a t" cca c 
yyd^dL-^odw 


X ^ ^ u 


w w w Cli^ 3 Z3 


pcacrctaaat 

v-« w ^ ^ y y t* w 


at t cacrcata 
y ^ v»y y ^y *^y 


pccpcacraacr 
^ ^ ^ ^ t*y ^y y 


ppcrtcrcrat" t c 


p p t" era 1" crpcrp 

w w ^y ci ^y '^y ^ 


1980 




dydV^^d LrVvdd 


pt" t" PCfCiPat' p 
w u. *--^yy^y 


Pt" Pt" e^OddC^f^ 

v-» u-d^yy^d 


t"crt~ ppcjpppa 
c-y L.^^y^^^d 


ppcicrpt" t" t~ pa 


2040 


yy «y ciy ^ ^yy 


V^^d ^ ^ ^— L>d 


p o a a cr a a cr p cr 
^y dy y dy y ^_y 


crt" crcTPPi" t" pa 


c^ydy^yy L-d 


u u- U- ^ o dy dy 


7100 

^ X V 


ct ^ ^ ct d y y 


uy^yyy^^L^y 


y d u cy dy ddd 


dv^^,-.wL.yy(-,yy 


d ciy y d y y y d 


dv^yyyy^udu 


9 1 fin 

^ X O V/ 


y uyyddd^L-^ 


i-v.'L- 1- ^yy^^y 


\«>^yy^y^ L>d^ 


erf- rTcrT*fTa c t" 
y L.yv^\^^.-ydv,- 


L-yy^wU L-^v— wy 


cfcft" era arraoc 
yy L-yddydy 




d ^ y y dy y 


L-dy^^yydy^y 


^dcyy^^ u 


ddi^duy^^yy 


L. ^ ^ ^y ^ 3 ^ ^ ^ 


L^y^oy^yydL* 


9 9ft 0 
^ ^ o u 


ttgatgaaac 


tggccatggt 


gaagctcttt 


cccaggcttc 


aggagctggg 


ggccaggatg 


2340 


cttttgcagg 


tgcacaacga 


actggtcctc 


gaggctccca 


aggagcaagc 


ggaggaagtc 


2400 


gcccaggagg 


ccaagcggac 


catggaggag 


gtgtggcccc 


tgaaggtgcc 


cttggaggtg 


2460 


gaagtgggca 


tcggggagga 


ctggctttcc 


gccaaggcc 






2499 



<210> 444 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 444 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 
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Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Net Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val Tyr Arg Ala 
325 330 335 

Glu Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly He Ala Leu 
355 360 365 



Ala Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 
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Asn Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala 
405 410 415 

Leu Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val 
450 455 460 

Glu Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val lie Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Asn Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val 
595 600 605 

Val Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Ser Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr 
705 710 715 720 
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Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser 
725 730 735 

Arg Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala Glu Glu Val 
785 790 795 800 

Ala Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro Leu Lys Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Ala 

<210> 445 
<211> 2496 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 445 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


c^aggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 
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ay cccg<aooy 


y y ciy ciy y t. l. 


ciy yy^v^L. l. l.^ 


t" erasers* csctc t" 
cy y ciy ay y l. 


L.y ay l. l. L.y y e 


840 


a i~f /"I ^ /*» /"» 


acgdy t. l wyy 


t> o 1 1 L> ty y ctct 


cL y ^ ^ o ^ d dy y 


L-yy^yya 


acf r* rTTT* t" era 
yyeeeeeL-yy 


900 


cccccyccgg 


aaggggcci, c 


eg tgggc 1. 1. 1 


gtgctttccc 


gcaayy ay CC 


eatytyyyee 






ccccggccgc 


cgeeaggggc 


ggccgcg t cc 


aCCgyy CaaC 


aay ee eyy t u 




gaggccctgg 


ccgaccucaa 


ggaggccegg 


ggg 1 1 c c t gg 


ccaaggacc t 


ggccg 1 1 1 ty 


X \J o u 


gccccgcggg 




cc uggacccc 


a.cgga.cgcicc 


ccctcctyyt 


yyee taee L.e. 


1140 

X X *3 W 


ctggacccgg 


ccaacaccca 


eccegagggg 


gtggcccggc 


gccacggggg 


cy cty u teaey 


X ^ U V/ 




cggagagggc 


cet-cct-ctec 


gagaggc tc t 


+~ /^r^ a r^a a ^ 
t CCagaaCC t 


r't"i~1~aaao no 
cut. tactaeyy 


1 PfiO 
X ^ o u 


ctttccgaga 


agctcctctg 


gc t c taccag 


gaggtggage 


y gc c c c t c t c 


ccgggtc t tg 


1 "^90 
X J z u 


gcccacatgg 


aggcccgggg 


ggugaggecg 


gacgtecccc 


t tccggaggc 


cccctccttt 


1 "^RO 
X ^ o u 


gagctggaga 


aggagatgga 


gcgee uggag 


ggggaggccc 


cccg 1 1 tyy c 


cy y ccacc c c 


1 4.4.0 

X^x r± U 


tt caacct ca 


act cccgcga 


cca.gc uggaa 


ciggg tec t c t 


t tydcy aye t 


yyyee teaee 


1 ROO 
X 3 V v 


ccggcgaagc 


gy acgaagaa 


y acgggccia.g 


cgc uccdccy 


c c c ay y y y y c 


ee L.yy ayy ee 


1 ^fiO 

X ^ O V 


etc cgggggg 


cccaccccat 


cgcggagc t c 


a L c c c c c ag u 


accgggay c t 


t U C C a ay etc 


1 ^^90 
X o z u 


aaaagcaccfc 


acctggaccc 


cetgcccegg 


c tcguccaee 


cgcggacggg 


ccggc t ccac 


1 P 0 
X o o u 


acccgcttca 


accagacggc 


cacggecacg 


ggaaggc t c t 


c cage tccg a 


ccc cactcc ty 


174 0 

X / 'x U 


cagaacatcc 


ccgtgcgcac 


ceect tgggg 


eagcgcat cc 


gcaaggcc L. t 


eg tggccgay 


1 ROO 
X o u u 




tcct t t tggc 


ggcggactae 


t cccaga t tg 


age tccggg t 


cctyycccac 


1 fifiO 

X O O V 


ctct cggggg 


acgagaacc t- 


gaagcgggce 


1 1 ccgggagg 


fit~i a a €~iri a ^ a 

ggaa.gy dCa t 


cca t dccy dy 


1 Q90 

X .7 Z V 


accgccgccu 


ggatgt t egg 


c t> tagacccc 


gct-c ugg tgg 


a a a a 

d t CCaaay a t 


ono/**^ooo/^o 

gegecgggcg 


1 QflO 

X 7 O f 


gccaagacgg 


t caactt egg 


cgt cc t e tac 


ggga tg tccg 


cecacaggc t 


c t c c c ay y dy 


9 04 0 
Z U 1 u 


ctcggcatag 


actacaagga 


ggcggaggcc 


t t t a t tgagc 


gc tac t. tcca 


y dy c 1 1 c c c c 


91 00 

Z X V/ u 


aaggtgcggg 


cctggataga 


aaggaccc tg 


gaggagggcc 


ggaegcgggg 


c tdcy tyy dy 


91 fiO 
Z X o u 


^ /~* ^ 

accc tgcccg 


gcaggaggcg 


ctacgtgccc 


ga.cct.ggcc t 


cccggy t ccy 


c tcgg tycyy 


9990 


gaggcggcgg 


^ycggatyy c 


C t t^cictoctty 


t- y t y t. cty y 


yeaeeyeeye 


eyaee ^yau-y 


2280 


aagatcgcca 


tggtcaagct 


cttccccagg 


ctaaagccec 


tgggggecea 


ccteeteete 


2340 


caagtggcca 


acgagctggt 


cctggaggtg 


ecegaggaec 


gggccgagga 


ggceaaggcc 


2400 


ctggtcaagg 


aggtcatgga 


gaacgcctac 


eceetggaeg 


tgeccctega 


ggtggaggtg 


2460 


ggcgtgggtc 


gggactggct 


ggaggcgaag 


eaggat 






2496 
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<210> 


446 


<211> 


832 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


Synthetic 


<400> 


446 



Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala Arg Gly Phe 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly Val Ala Leu 
355 360 365 

Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu Asp Pro Ala 
370 375 380 

Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Phe Thr 
385 390 395 400 

Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu Phe Gin Asn 
405 410 415 

Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr Gin Glu Val 
420 425 430 

Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Arg Gly Val 
435 440 445 

Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu Leu Glu Lys 
450 455 460 

Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala Gly His Pro 
465 470 475 480 

Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu 
485 490 495 

Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly Lys Arg Ser 
500 505 510 

Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His Pro lie Val 
515 520 525 

Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Ser Thr Tyr 
530 535 540 

Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly Arg Leu His 
545 550 555 560 

Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser 
565 570 575 



Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg 
580 585 590 



- 563 - 



lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu Leu Ala Ala 
595 600 605 

Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp 
610 615 620 

Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp lie His Thr Glu 
625 630 635 640 

Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val Asp Pro Lys 
645 650 655 

Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met 
660 665 670 

Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr Lys Glu Ala 
675 680 685 

Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala 
690 695 700 

Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly Tyr Val Glu 
705 710 715 720 

Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg Val 
725 730 735 

Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val 
740 745 750 

Gin Gly Thr Ala Ala Asp Leu Met Lys lie Ala Met Val Lys Leu Phe 
755 760 765 

Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin Val Ala Asn 
770 775 780 

Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu Ala Lys Ala 
785 790 795 800 

Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp Val Pro Leu 
805 810 815 

Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala Lys Gin Asp 
820 825 830 



<210> 


447 


<211> 


2508 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 447 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


oU 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccc ugaagg 


gcctcaccac 


gagccggggc 


ion 


gaaccgg uy c 


aggcggcc ca 


cggccccgcc 


aay ay cc tec 


ccaaggcccc 


gaaggaggac 


ion 


gggtacaagg 


ccgt ct tcgt 


ggtct t tgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


O yl n 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


"3 A rv 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


/z f\ 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


9999^^gcct 


ggaaaacctc 




ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 




gaagacctca 


ggctctccct 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggc tg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggc c 1 1 c 


gtgggcttcg 


tcctctcccg 


ccccgagccc 




atgtgggcgg 


agct taaagc 


cctggccgcc 


tgcaggggcg 


gccgcgt tta 


c cgggcggag 


T n o r» 


gatcccttgg 


aggccttgcg 


ggggcttggg 


gaggtgaggg 


ggcttttggc 


caaggacctg 


lUoO 


gcggtgctgg 


ccctgaggga 


agggattgcc 


ctggcaccgg 


gcgacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggatccttc 


caacaccgcc 


cccgaagggg 


tagcccggcg 


ctacgggggg 


1200 


gagtggaccg 


aggaggcggg 


ggaaagggcg 


ctgctttccg 


aaaggcttta 


cgccgccctc 


12 60 


ctgaagcggc 


1 1 aaggggga 


ggagaggc 1 1 


cctcggcutc 


acgaggaggt 


ggaaaagccc 


1 O O A 


c 1 1 1 cgcggg 


tcctggccca 


catggaggcc 


acgggggtac 


ggttggatgt 


ggcctactta 


T O Q A 


aaggcccttt 


ccctggaggt 


ggaggcggag 


ataaggcgct 


tcgaggagga 


ggtccaccgc 


1 j4 A 


ctggccgggc 


atcctttcaa 


cctgaactcc 


cgggaccagc 


tggaaagggt 


cat ctt tgac 


1 C A A 


gagcttgggc 


ttcccgccat 


caagaagacg 


aggaagacgg 


gcaagcgctc 


caccagcgcc 


T C ^ A 

1560 


gccgct ttgg 


aggccttgcg 


ggaggctcat 


cccatcgtgg 


accgcatcct 


t cagtaccgg 




gagctttcca 


agctcaaggg 


aacctacatc 


gatcccttgc 


ctgccctggt 


ccaccccaag 


1680 


acgaaccgcc 


tccacacccg 


tttcaaccag 


acggccaccg 


ccacggggag 


gcttagcagc 


1740 


tcggatccta 


atctgcaaaa 


tatccccgtg 


cgcacccctt 


tgggccagcg 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggaggg 


gtggaggctg 


gtggttttgg 


actacagcca 


gattgagctc 


1860 
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agggtcctgg cgcacctttc cggggacgag aacctaatcc gggtcttcca ggagggccag 1920 

gacatccaca cccagacggc cagctggatg ttcggcgtgc ccccagaggc cgtggattcc 1980 

ctgatgcgcc gggcggccaa gaccatcaac ttcggcgtcc tctacggcat gtccgcccac 2040 

cggctttcgg gagagctggc catcccctac gaggaggcgg tggccttcat cgagcggtat 2100 

ttccagagct accccaaggt gcgggcctgg attgagaaaa ccctggcgga aggacgggaa 2160 

cggggctatg tggaaaccct ctttggccgc cggcgctacg tgcccgactt ggcttcccgg 2220 

gtgaagagca tccgggaggc agcggagcgc atggccttca acatgccggt ccaggggacc 2280 

gccgcggatt tgatgaaact ggccatggtg aagctctttc ccaggcttca ggagctgggg 2340 

gccaggatgc ttttgcaggt gcacaacgaa ctggtcctcg aggctcccaa ggagcaagcg 2400 

gaggaagtcg cccaggaggc caagcggacc atggaggagg tgtggcccct gaaggtgccc 2460 

ttggaggtgg aagtgggcat cggggaggac tggctttccg ccaaggcc 2508 

<210> 448 

<211> 836 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 448 

Met Asn Ser Glu 
1 

Leu Leu Val Asp 
20 

Lys Gly Leu Thr 
35 

Phe Ala Lys Ser 
50 

Val Phe Val Val 
65 

Tyr Glu Ala Tyr 

Arg Gin Leu Ala 
100 

Arg Leu Glu Val 
115 



Ala Met Leu Pro Leu Phe 
5 10 

Gly His His Leu Ala Tyr 
25 

Thr Ser Arg Gly Glu Pro 
40 

Leu Leu Lys Ala Leu Lys 
55 

Phe Asp Ala Lys Ala Pro 
70 

Lys Ala Gly Arg Ala Pro 
85 90 

Leu lie Lys Glu Leu Val 
105 

Pro Gly Tyr Glu Ala Asp 
120 
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Glu Pro Lys Gly Arg Val 
15 

Arg Thr Phe Phe Ala Leu 
30 

Val Gin Ala Val Tyr Gly 
45 

Glu Asp Gly Tyr Lys Ala 
60 

Ser Phe Arg His Glu Ala 
75 80 

Thr Pro Glu Asp Phe Pro 
95 

Asp Leu Leu Gly Phe Thr 
110 

Asp Val Leu Ala Thr Leu 
125 



Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

Tyr Arg Ala Glu Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

lie Ala Leu Ala Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Tyr Ala Ala Leu Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp 
420 425 430 

Leu Tyr Glu Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser 
450 455 460 
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Leu Glu Val Glu Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val lie Phe Asp Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys 
530 535 540 

Leu Lys Gly Thr Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys 
545 550 555 560 

Thr Asn Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp 
595 600 605 

Arg Leu Val Val Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Ser Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Ala Ser Arg Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala 
785 790 795 800 
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Glu Glu Val Ala Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro 
805 810 815 

Leu Lys Val Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Ala 
835 

<210> 449 

<211> 2505 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 449 



a+Tra a t" +~ r^t^rt 
d L.^ ctct L. u ^_\^y 


cty y L^y d uy v— u 


i~ o (*"rTr»'f~ r't" t* t" 


y ddv^o^dddy 


yo^yyy c^v^ 


cct" oaf' craa c 
K^K^ L.yy L.yy civ^ 


60 




uyyL.t_-ucn_v_-y 




y ^-L-i- L.y ddy y 


yo^c^d^v-'d^ 


yciyccyyyyt- 


120 




dyy^yy \^\^ L.d 


^yyv^ L. u^yv_>v_> 


d dy dy ^ ^ ^ v_r 


L'^ddyy^^^ 


y ^^y y ^y y ^ ^ 


180 


yyy L>ci\^ciciyy 


v-'^y uL-^^yi- 


ocrl" P 1" t~ t" CiPi C* 
y y ^ L> i> y c^.^ 


y \-« \^ ^y y ^ • ^ 


CCt'CCt't'CCCS 


^* Zj Z3 


240 




d^»fddyy^yyy 


yciyyy^v^v^'i^y 


^ ^ v_r^ ^y y 


\^ N_> ^ Xbt V_r vy 


ClC^rlClCt' cocc 

^ \^ ^y ^ y 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtcca 


ccgggcaaca 


1020 


agcccggttg 


aggccctggc 


cgacctcaag 


gaggcccggg 


ggttcctggc 


caaggacctg 


1080 


gccgttttgg 


ccctgcggga 


gggggtggcc 


ctggacccca 


cggacgaccc 


cctcctggtg 


1140 


gcctacctcc 


tggacccggc 


caacacccac 


cccgaggggg 


tggcccggcg 


ctacgggggc 


1200 
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y ^ ^cHi-y y 


ciy y krfdy ^ 


y y "y ^y y y ^ 




ciy dy y ^ i— k_ i_ 


^^dy dd^w c ^ 


1260 


+" i" i~ a a a r^neif^ 
L.L. uctdd^yyo 


u L. L-v—L^y dy dd 


y\.^L.w(.-.uv-.L-yy 


r^i" a rT*ann 
^ L. ^ o d ^ o ^y y 


dyy u.yydy \^y 




1 P 0 

X J ^ u 


cy yy t.c t. c-yy 


cccdcduyyd 


ggcccggggg 


gugaggccgg 


a/^ot" (~* r^Y' 
dv^yui^o^L^v^L. 


f- f- nn a nn e* e^ 
L.C Lyydyy cc 


X J o u 


^L.\^L.li^^L.L.L.y 


a or»t" rrrra rra a 
dy ^y y ciy dd 


ona rra t" rroa n 
y y dy d uy y dy 


^y (-> uy y dy y 


y y y ^y y ^ ^ ^ ^ 


^^y u L« cyycw 


X *z *z U 


nri t^r^zi r* (~* (^Y" 
Myv-^ct^^^v^ L- 


t"r^aar*r*t"r*aa 


^ L.L^^oy^yd^ 


r^a or't* orra a a 
^ dy ^ L.y y ddd 


yyyL.^^L.v^L. 


L.ydv^ydyL^ cy 


1500 


y y L. \— d V— 


^yy ^yddyv^y 


ria r'fra a na a n 
y d ^y ddy ddy 


d^yyy^ctdyva- 


y^ V-^ c*. ^ ^ — y 


^ ^ ^y y y y y ^ ^ 


1560 




Lt-<-ggggggt- 


^V_rd^^v-l^dL.^ 


y L. y y dy l. ^ d 


L. ^ ^ L- ^ ^ ^y ^ ^ 


ccyyydyc l- l- 


X O ^ VJ 


t" ^ 3 3 cir^ t" ^ a 


aaarT(^a(^(^i~ a 
dddy^dk^^ L.d 


^-•v— L.yyd^L-^— 


^L.yi_>^^v— yy^ 


L. ^ y u^v->d^^_>^ 


Oi^fma r^rtrtctr* 

gcggdcgggc 


X o o u 


t~t/~1 ^ /"* 3 3 

Cyy i_ L-Cduci 


/-I i~i /~i /—1 4- i- o a a 


c d y d y g C- u 


dcyyo-v-doyy 


y ddy y o u l. l. ^ 


cdy c uccy dc 


T ^4 n 
X / *± u 


^ aor^t" f^f^ 
(->v_>(_ctci^v-'Uy\_ 


a f^a a a +" r^r^ 
dy ddL.d L. L> L> 


v-.y L^yL-yodt-L. 


^(-.^uuyyyy^ 


dy oy (^d u o^^y 


cddy y c(_ cue 


1 flnn 

X o u u 


y tyyccg^gg 


^^ygyy^yy^*- 


i^ou UL. *-yy^y 


y ^y y ct^^ udo u 


L'^k^dydL. L.yd 


o^t" r~*nrtn Y 
y c c ccy y y c c 


X O Q V 




ut_U4-.yyyyyd 


^ydydd^^ ^y 


ddy^yyy l.^ c 


*^^^yyy«*yyy 


oa a rma /^a t~ r^* 
yddyydCdcc 


1 Q9n 


t-d Ud^^y dy d 


^^L^yi_v— yt— L-L-y 


a t* t~ ^ fT(~f 
ydL-y L. u^yy^ 


L. L.dy dL'W^^y 


/-I +— /— • net net a 

^L'L' t-yy^yyd 


t" ^ ^ a a a oa ^ n 
c ccdddy d cy 


1 QRn 

X ^ o w 


cgccgggcgg 


ov_ddy d^—y y l. 


Odd^ u L. (-fy y ^ 


n^r^r^i" j~ a 
yL.\_'V^L.^Udi^y 


f~ma t" rT t" e*r*rtf^ 
yydL-y u^^v^yc 


c c d c dy y c c c 


9040 


ucccdgydgc 


L-Cgy Cdt-dy d 


^ 4* a ^ a a rt/~izi t-i 

C- cdCddygdy 


ycggdygoc t. 


^ ^ a 4" ^ n zi nr^n 

L. L-dc cy dy cy 


^4~a^^'+~/~«^a n 
C CdC C CCCdy 


91 00 
Z X U V 


dgC L. L-CCCCd 


aggcgcgggc 


ugy dt-dydd 


dygdcuL- cgy 


a r~T/~T a nnnr^t^n 

dygciy yy ccy 


n a f^nr^nnnnr^ 

gacgcggggc 


9 1 0 
Z X O V 


UdCguygdgd 


cc wtgu L. cyy 


cdgy dggcgc 


4" a 4~ r*T4~ rtf^ /-< ^/-t 

L.dL.y uycccg 


a ^ *^ 4~ nn Y 

dCCCyy CC L.C 


^*^oo'/t4~ e*nr^ 

ccgygcccy c 


9 9 9 0 
Z Z Z U 


ccggcgcggg 


".yy^yy^yy« 


yi^yyduyy^^ 


f~t"*""aar^a1~ 

L. u^dd^dL.y^ 


ooy L-y odyyy 


ed^eyeeyee 


99 flO 


gacctgatga 


agatcgccat 


ggtcaagctc 


ttccccaggc 


taaagcccct 


gggggcccac 


2340 


ctcctcctcc 


aagtggccaa 


cgagctggtc 


ctggaggtgc 


ccgaggaccg 


ggccgaggag 


2400 


gccaaggccc 


tggtcaagga 


ggtcatggag 


aacgcctacc 


ccctggacgt 


gcccctcgag 


2460 


gtggaggtgg 


gcgtgggtcg 


ggactggctg 


gaggcgaagc 


aggat 




2505 



<210> 450 

<211> 835 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 450 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 



Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 
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Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Phe Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Val Ala Leu Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Phe Gin Asn Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
450 455 460 

Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 

Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp lie 
625 630 635 640 



His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 
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Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser^ Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys He Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 

Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 

<210> 451 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 451 

cttctctcat ccgccaaaac agcc 

<210> 452 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 452 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


. ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 




gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 


1860 
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cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 
gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 
ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 
aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 
ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 453 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 453 

ctcctccacg agttcggc 18 
<210> 454 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 454 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tgtttgacgc caaggccccc tccttccgcc accagaccta cgaggcctac 240 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 
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atcrcrtaaacc 


ttttaaactt 
^ ^ ^y y y ^ ^ ^ 


t acccacct* c 
^ d w \^ ^y ^ 


rjo oot* cjc can 
yciyy uyut^yy 


y ^ u L. L.y ddyL' 


y y d uy d^y l. 


o o w 


ctcractaccc 


^y y ^ ^ dcty dd 


y y ^y y cidddy 


y ddyy ^ciuy 


ddy L-y^y^dL. 


L^ud^^yv^y 


rt ^ U 




c L- u d o ^y ^ ^ 


L.^ ^ L. u^yydy 


u>y dd L. ^ u w v^d 


4- /-1 4- \~ ^ r"^ t~* 


y y dyyy c udfj 


d ft n 

ft o u 




^y y dy uy y ^ l. 


c L-yyyctyddy 


L. d L. y y y u L. d 


dy t*C U UCCCd 


/-» 4- r^r^r^ 4~ rtn a o 

gcgggcggac 


c; A n 

D ft u 




tggccgggga 


cccttccgac 


aacatccccg 


y ^y t-y cidyyy 


Cducygyy dy 


D u u 




ccaagctgat 


ccgggagtgg 


ggaagcctgg 


dddd^^L. L.i-'U 


4- aarr/^a/tr^i-rT 
L. ddy ^du u L.y 


O D w 


era a p a cicri" a 3 


aacctgcctc 


cgtgcgggag 


aagatcctta 


y d d L. y y d 


c^ct a 4~ a a (~f 

yydt^L. cuddy 


7 9 n 


r't'stTTT't" era 


agctatcccg ggtgcacacg gacttgctcc 


L. L-Cdyy uyy d 


+~ +~ f~* ^ 

ct ccy cccyy 


/ o u 


r'cipr'CfCicracrr' 


cggaccggga ggggcttaag gcctttttgg 


d.y dy y c. uyy d 


4— 4^ /"•/*»*^a a/~»/~i 

y u L-cgyddyc 


ft A n 


L.^^ u^—^Awy 


agttcggcct 


gttggaaagc 


ccggtggcgg 


cyyaggady c 


L. c c c L.ggc eg 


Q n n 




gagccttcgt 


ggggtacgtt 


ctttcccgcc 


ccy ciy c-cCdU 


y^gggcggag 


J D u 




tggccgccgc 


ctggggcggc 


cgcgtgcacc 


y y y dy ciy d 


v-t-L-w u Lyy uy 


X VJ ^ u 


aaar* t" a a a oo 
y y y ^ ^ c*.c*dy ^ 


acctcaagga 


ggtccggggc 


ctcctcgcca 


cty y dUrO u ^^y u 


^yt-^t-cyyuc 


X u o u 


t" poaacrcraacf 
^ ^y ^y y y ^y y 


ggctagacct 


cgtgcccggg 


gacgacccca 


4- 4— /— 1 4— t^/-t/^ 

L. y i_ L. u. (.^ L.wy u 


4~ a/~'/^'t~/^/^i~ 
CUdC^Ct-UL-L-y 


1 1 A n 


yci^^^L.L.^yci 


acaccacccc 


cgagggggtg 


gcgcggcgct 


acggggggga 


gtggacggag 


T o n 


y ci Vw-y Vw y \_ 


accgggccct 


cctctcggag 


aggctccatc 


y y ddt_-c ucc L. 


Uddy cycc t-C 


xz o u 


yciyyyyyctyy 


agaagctcct 


ttggctctac 


cacgaggtgg 


ddddy cccc u 


c t c c cy y y c c 


1 O A 

X J ^ u 




tggaggccac 


cggggtacgg 


cgggacgtgg 


^U L'dOv-.UUd.'Ct. 


yyuccL.t-t.cc 


1 "5 p ri 
Xo o u 


r*1~ cicTA ("rr* i~ t" n 
^ y y ^y ^ ^ ^ y 


^y y ^y y dy d i,. 


ccgccgcctc 


gaggaggagg 


■^^ /"I +" t~ f^t~^ /~* ^ 

u ucoy u c c 


yy cyyy cCdC 


1 A A n 


V-^ ^ \_» d 


tcaactcccg 


ggaccagctg 


gaaagggtgc 


L. L. L.ydu>yd 


y c u u dy y c u u 


X3 U V 


oppcrrT'l" 1~cr;^ 


agaagacgaa 


gaagacaggc 


aagcgctcca 


a f* ^ 

c^Udy cy ccgc 


ggcgccggag 


T c c n 

X30 U 


Qcnclr Apcrcrcr 
y ^ ^ y y 


aggcccaccc 


catcgtggag 


aagatcctcc 


dy u-dv^uy y y d 


/~» < 4- /*i a ^ a a /~t 

y c uc dec ddy 


1 9 n 
xo^ u 


^ L> \_> d ciy d ct ^ d 


cctacgtgga 


ccccctccca 


agcctcgtcc 


d.CL.cy dgy dC. 


gyyccgcc cc 


XD O f 


^ d>\_r Vw ^y ^ 


tcaaccagac 


ggccacggcc 


acggggaggc 


L- ciy L- ciy v_ L. ^ 


cy dccccddc 


1 74 0 

X / 1 u 


ctacacraaca 

^ ^ y V..' dy Vi%dV_r C4 


tccccgtccg 


cacccccttg 


ggccagagga 


L. V— y y y y 


c c L. cy cy y cc 


X o u u 


yciyy '-yyy u u 


gggcgttggt 


ggccctggac 


tatagccaga 


L- cty dy ^ L. w ^ y 


v_y L. uc c cy c c 


X O D V 


cacctctccg 


gggacgaaaa 


cctgatcagg gtcttccagg 


a crcfcicia a cicra 
dy y y y ddy y d 


V^dL-^V^dV^d^^ 


X ^ ^ V 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


cggtgaactt 


cggcgtcctc 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gagcttgcca 


tcccctacga 


ggaggcggtg 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


cccaaggtgc 


gggcctggat 


agaaaagacc 


ctggaggagg 


ggaggaagcg 


gggctacgtg 


2160 
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gaaaccctct tcggaagaag gcgctacgtg cccgacctca acgcccgggt gaagagcgtc 2220 
^999S99Ccg cggagcgcat ggccttcaac atgcccgtcc agggcaccgc cgccgacctc 2280 
atgaagctcg ccatggtgaa gctcttcccc cgcctccggg agatgggggc ccgcatgctc 2340 
ctccaggtcg ccaacgagct cctcctggag gccccccaag cgcgggccga ggaggtggcg 2400 
gctttggcca aggaggccat ggagaaggcc tatcccctcg ccgtgcccct ggaggtggag 2460 
gtggggatgg gggaggactg gctttccgcc aagggtcacc accaccacca ccac 2514 
<210> 455 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 455 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


^9ctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


. 420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtatgggct 


taagccttcc 


540 


cagtgggtgg 


actaccgggc 


cttggccggg 


gacccttccg 


acaacatccc 


cggcgtgaag 


600 


ggcatcgggg 


agaagacggc 


ggccaagctg 


atccgggagt 


ggggaagcct 


ggaaaacctt 


660 


cttaagcacc 


tggaacaggt 


gaaacctgcc 


tccgtgcggg 


agaagatcct 


tagccacatg 


720 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


ggcgccggga 


gccggaccgg gaggggctta 


aggccttttt 


ggagaggctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctgttggaaa 


gcccggtggc 


ggcggaggaa 


900 


gctccctggc 


cgccccccga 


gggagccttc 


gtggggtacg 


ttctttcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaacgc 


cttggccgcc gcctggggcg gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 
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L-yyd^rf^^^-u ut. 


y d d ^ ct w L« d\^ 


cccgaggggg 


uggcgcggcg 


c z. acgggggg 


1 O 


y w-y »-yy»^^yy 


dy yd^yt^v^y^ 


v^t^d^v^yyyow 


c ucc cc ccyy 


ayagy cccca 


tcggaacct c 


T O ^ A 




L. v^y dy y y y y d 


y y ciy d d y c u 


c 1. 1. cyy cu cc 


accacgaggc 


ggaaaagccc 


1 J^U 


t" r* rrrrrr 


L.^^ L.yy^v^^d 


Ud L.yy dyycu 


dCCyyygtac 


ggcgggacgc 


ggcctacct t 


T T O A 


c ^c^CM^rr^ t~ t" t" 
^d^^l^O^ L> L- L- 


c y y ciy v_ l 


tgcggaggag 


a cccgccgcc 


t cgaggagga 


ggtct tccgc 


144 0 


^yy^yyy^^ 






cyyydCCdy c 


cggdaagggu 


gctct ttgac 


T C A A 


y ciy u u cty y 


L. L.l-'0^yi«>l^Ul„ 


oa a /Ta a ("ra r^rx 

y ddyddy dCy 


adyddgacag 


gcaagcgc uC 


caccagcgcc 


1 C ^ A 

1560 




dy y ot-*- udv^y 


yy ciyyccCdC 


cccaccgtgg 


agaagaccct 


ccagcaccgg 


T C O A 

162 0 


y cty ^ U O d u ct 


ciy ucuddydd 


Cd.cc Cdcg eg 


gaccccc tcc 


caagcctcgt 


ccacccgagg 


1680 


d^yyyv^^yo^ 


u \-. (-.d v-d t-t—y 


^■t~+~r^aa^^a 

\^ u u oddc cdy 


dCyy ccacgg 


ccacggggag 


gcttagtagc 


T T /I A 
1 /4U 


L'^v-ryci^o^^ci 


a r~T*i~(*T(^aoaa 
d^^cy^dydd 


^a t~ (^^^/^rtt~ ^ 
cdLcccv^ycc 


cycdcccccc 


tgggccagag 


gatccgccgg 


T D A A 


yv.«\^L- L-^--y L.yy 


^*-y<^yy^gyy 


'-'-yyycyL.uy 


gt-ggccccgg 


a c u a u ag c c a 


gatagagctc 


T O A 


(--y L-y L- K-t— u uy 


/~'/^*^a/~'/^t'/^+~i^ 
CCUdCCUC-t-C 


^-yyyy^cgaa 


aacctgatca 


gggtct tcca 


99^9999^^9 


192 0 


ydv^ciL.L'^clOci 


ccudy dCv^y c 


ddgcuyy atg 


t tcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


v-.L-ydoyv^yv_t», 


yyy ^yy t-t-dd 


ydcyy cy ddC 


cucggcgccc 


tctacggcat 


gtccgcccat 


O A >1 A 

2040 


a no r' t" 

dy y L- 1^ L. L. 


dyy dy t- uy 


Cd L. CCCC tdC 


gaggaggcgg 


tggcctt tat 


agagcgctac 


O 1 A A 

2100 


L. u ^ i^dddy \^ u 


C C C L. C d d y y U 


gcgggcccgg 


atagaaaaga 


ccctggagga 


9999^99^^9 


2160 


^yyyy^ '-"■^y 


L.yydddv_t-t-L_ 


c c L.cyyddyd 


aggcgccacg 


tgcccgacct 


caacgcccgg 


O O O A 

2220 


y uy ddy dy ^^y 


ccdgyydyy c 


cycggagcgc 


acggccuuca 


acatgcccgt 


ccagggcacc 


22 80 


y^^y^^yd^i.^ 


d,^d L.y ddy l. 


cy ccduyy L.y 


ddgc t-Cu ucc 


cccgcct ccg 


ggagatgggg 


O O /f A 

2 j40 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 456 

<211> 842 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 456 

Met Asn Ser Glu 
1 

Leu Leu Val Asp 
20 

Lys Gly Leu Thr 
35 

Phe Ala Lys Ser 
50 

Val He Val Val 
65 

Tyr Glu Ala Tyr 



Arg Gin Leu Ala 
100 

Arg Leu Glu Val 
115 

Ala Lys Lys Ala 
130 

Asp Arg Asp Leu 
145 

Pro Glu Gly His 



Leu Lys Pro Ser 
180 

Ser Asp Asn He 
195 

Lys Leu lie Arg 
210 

Glu Gin Val Lys 
225 

Glu Asp Leu Lys 



Leu Leu Gin Val 
260 

Leu Lys Ala Phe 
275 

Phe Gly Leu Leu 
290 

Pro Pro Glu Gly 
305 



Ala Met Leu Pro 
5 

Gly His His Leu 



Thr Ser Arg Gly 
40 

Leu Leu Lys Ala 
55 

Phe Asp Ala Glu 
70 

Lys Ala Gly Arg 
85 

Leu He Lys Glu 



Pro Gly Tyr Glu 
120 

Glu Lys Glu Gly 
135 

Tyr Gin Leu Val 
150 

Leu He Thr Pro 
165 

Gin Trp Val Asp 



Pro Gly Val Lys 
200 

Glu Trp Gly Ser 
215 

Pro Ala Ser Val 
230 

Leu Ser Leu Glu 
245 

Asp Phe Ala Arg 



Leu Glu Arg Leu 
280 

Glu Ser Pro Val 
295 

Ala Phe Val Gly 
310 



Leu Phe Glu Pro 
10 

Ala Tyr Arg Thr 
25 

Glu Pro Val Gin 



Leu Lys Glu Asp 
60 

Ala Pro Ser Phe 
75 

Ala Pro Thr Pro 
90 

Leu Val Asp Leu 
105 

Ala Asp Asp Val 



Tyr Glu Val Arg 
140 

Ser Asp Arg Val 
155 

Glu Trp Leu Trp 
170 

Tyr Arg Ala Leu 
185 

Gly He Gly Glu 



Leu Glu Asn Leu 
220 

Arg Glu Lys He 
235 

Leu Ser Arg Val 
250 

Arg Arg Glu Pro 
265 

Glu Phe Gly Ser 



Ala Ala Glu Glu 
300 

Tyr Val Leu Ser 
315 



Lys Gly Arg Val 
15 

Phe Phe Ala Leu 
30 

Ala Val Tyr Gly 
45 

Gly Tyr Lys Ala 



Arg His Glu Ala 
80 

Glu Asp Phe Pro 
95 

Leu Gly Phe Thr 
110 

Leu Ala Thr Leu 
125 

He Leu Thr Ala 



Ala Val Leu His 
160 

Glu Lys Tyr Gly 
175 

Ala Gly Asp Pro 
190 

Lys Thr Ala Ala 
205 

Leu Lys His Leu 



Leu Ser His Met 
240 

His Thr Asp Leu 
255 

Asp Arg Glu Gly 
270 

Leu Leu His Glu 
285 

Ala Pro Trp Pro 



Arg Pro Glu Pro 
320 
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Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 ^ 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 



Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 
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Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 457 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 457 

ttccaggtgc ttgaggaggt tttccag 

<210> 458 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 458 

ctcctcaagc acctggaaca ggtgaaa 27 

<210> 459 

<211> 2526 

<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 459 



acgaac cccg 


aggcgacgcT- 


uccgci-cuuc 


gaacccaaag 


y ccgggc.cc u 


cc t-ggt-ggdc 




ggccaccacc 


uygccuaccg 


cacct.t.CLL.c 


gccc cgaagg 


gcc L.cacc»c 


gagccggggc 


ion 


y aaccyy uy c 


»ygcgy uc t-a. 


cygc L. t-cgco 


ddg a.g c c u c c 


L. c cidgy c c c u 


y ddgy dgy dc 


X o u 


gggtacaagg 


ccgt cat cgt 


ggucuc tgac 


gccgaggccc 


ccuccccccg 


ccacgaggcc 


0 A n 
u 


tacgaggcc t 


acaaggcggg 


gagggccccg 


acccccgagg 


acuccccccg 


gcagc ucgcc 


inn 
J u u 


C L. ci C C a. o. g g 


cigc uy y L.y y ci 


^ "t" /^/~tr^f~t 

ct^ C-CC- cggyy 


t~ ^ ^ 

U L. tcicccy 


ccy ciyy ucco 


cyycudcy dy 


J D u 


gcggacgacg 


LLCUCgC-C-ciC 


/"< 'H ftf^ /"i 3 a /~T 

CC t.ygCCa.cig 


<^ cig y cy y a.ci ci 


ciyy ciyyyy ud 


Q-.y dyg ugcy 


^ 9 n 

fx ^ U 




(~f {~< ^ /-» /~i (~r 

*»,i^ycn^i^yL»yci 




-J- r^rri- r^i- n 
\^ L-^y uv^^y 


/~< n r^f~i f' ftr^r* 
dc^y^y u^y^ 


(^fT+" (^ot* r^r^^r* 
y L- ^ v_« L- v_, d 


*± o u 


CL-cgcigy gcc 




^^-^yy c*y t-gy 


c L. u t-ggydgci 


dy udcyyocL. 


/-I "a (T/TO 0/T(Tia (T 

^cty y (_cy y dy 




cagcgggcgg 


cicuL-ccgcgt,^ 


c-.CL.v-.gt.ggyg 


^ 4" /"< /~t/T 

gciccccuv-.L.g 


dCddCCUCC v- 


O (T(T/T*T 4~ O 3 3 (T 

cyyyy ucddy 


O VJ u 


ggcaccgggg 


a,y o.o.ga.(jcy c 


CC UCa.a.gC UC 


cuca.o.ggagc 


ggggddy cc u 


/T/T 3^33 O O 4~ O 

yy ddddCC uC 


D D U 


ctcaagcacc 


tggaacaggt 


gaaacctgcc 


tccgtgcggg 


agaagatcct 


tagccacatg 


720 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


ggcgccggga 


gccggaccgg 


gaggggctta 


aggccttttt 


ggagaggctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctgttggaaa 


gcccggtggc 


ggcggaggaa 


900 


gctccctggc 


cgccccccga 


gggagccttc 


gtggggtacg 


ttctttcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaacgc 


cttggccgcc 


gcctggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 
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caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


qagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 

ZJ Zi Zj Zj 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 

Zj Zj Zj Zj Zj Zi ZJ 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


qqqcqqccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aqqaqcttqc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


9cgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


qtqaacraqcq 


tcaqqqaqqc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


qqagatgggq 

Zj Zj z) z) ZJ ZJ z) 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 460 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 460 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

- 583 - 



Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val He Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu 
210 215 220 

Glu Gin Val Lys Pro Ala Ser Val Arg Glu Lys He Leu Ser His Met 
225 230 235 240 

Glu Asp Leu Lys Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Gin Val Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Lys Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 



- 584 - 



Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 
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Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Sex Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 461 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 461 

gtccaggttc ttgaggaggt tttccag 2 7 

<210> 462 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 462 

ctcctcaaga acctggaccg ggtaaag 27 

<210> 463 

<211> 2532 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 463 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


C99ctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccggac 


tcgctccggc 


gcaagataga 


ggcgcacctc 


720 


gaggacctcc 


acctctcctt 


agacctggcc 


cgcatccgca 


ccgacctccc 


cctggaggtg 


780 


gactttaagg 


ccctgcgccg 


caggaccccc 


gacctggagg 


gcctgagggc 


ctttttggag 


840 


gagctggagt 


tcggaagcct 


cctccacgag 


ttcggcctcc 


tgggagggga 


gaagccccgg 


900 


gaggaggccc 


cctggccccc 


gcccgaaggg 


gccttcgtgg 


gcttcctcct 


ttcccgcaag 


960 


gagcccatgt 


gggcggagct 


tctggccctg 


gcggcggcct 


cgggcggccg 


cgtgcaccgg 


1020 


gcagcagacc 


ccttggcggg 


gctaaaggac 


ctcaaggagg 


tccggggcct 


cctcgccaag 


1080 


gacctcgccg 


tcttggcctc 


gagggagggg 


ctagacctcg 


tgcccgggga 


cgaccccatg 


1140 


ctcctcgcct 


acctcctgga 


cccttcgaac 


accacccccg 


agggggtggc 


gcggcgctac 


1200 


gggggggagt 


ggacggagga 


cgccgcccac 


cgggccctcc 


tctcggagag 


gctccatcgg 


1260 


aacctcctta 


agcgcctcga 


gggggaggag 


aagctccttt 


ggctctacca 


cgaggtggaa 


1320 


aagcccctct 


cccgggtcct 


ggcccatatg 


gaggccaccg 


gggtacggcg 


ggacgtggcc 


1380 


taccttcagg 


ccctttccct 


ggagcttgcg 


gaggagatcc 


gccgcctcga 


ggaggaggtc 


1440 


ttccgcttgg 


cgggccaccc 


cttcaacctc 


aactcccggg 


accagctgga 


aagggtgctc 


1500 


tttgacgagc 


ttaggcttcc 


cgccttgaag 


aagacgaaga 


agacaggcaa 


gcgctccacc 


1560 


agcgccgcgg 


tgctggaggc 


cctacgggag 


gcccacccca 


tcgtggagaa 


gatcctccag 


1620 


caccgggagc 


tcaccaagct 


caagaacacc 


tacgtggacc 


ccctcccaag 


cctcgtccac 


1680 
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ccgaggacgg gccgcctcca cacccgcttc aaccagacgg ccacggccac ggggaggctt 1740 
agtagctccg accccaacct gcagaacatc cccgtccgca cccccttggg ccagaggatc 1800 
cgccgggcct tcgtggccga ggcgggttgg gcgttggtgg ccctggacta tagccagata 1860 
gagctccgcg tcctcgccca cctctccggg gacgaaaacc tgatcagggt cttccaggag 1920 
gggaaggaca tccacaccca gaccgcaagc tggatgttcg gcgtcccccc ggaggccgtg 1980 
gaccccctga tgcgccgggc ggccaagacg gtgaacttcg gcgtcctcta cggcatgtcc 2040 
gcccataggc tctcccagga gcttgccatc ccctacgagg aggcggtggc ctttatagag 2100 
cgctacttcc aaagcttccc caaggtgcgg gcctggatag aaaagaccct ggaggagggg 2160 
aggaagcggg gctacgtgga aaccctcttc ggaagaaggc gctacgtgcc cgacctcaac 2220 
gcccgggtga agagcgtcag ggaggccgcg gagcgcatgg ccttcaacat gcccgtccag 2280 
ggcaccgccg ccgacctcat gaagctcgcc atggtgaagc tcttcccccg cctccgggag 2340 
atgggggccc gcatgctcct ccaggtcgcc aacgagctcc tcctggaggc cccccaagcg 24 00 
cgggccgagg aggtggcggc tttggccaag gaggccatgg agaaggccta tcccctcgcc 2460 
gtgcccctgg aggtggaggt ggggatgggg gaggactggc tttccgccaa gggtcaccac 2520 
caccaccacc ac 2532 
<210> 464 
<211> 844 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 464 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 
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Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu 
225 230 235 240 

Glu Asp Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu 
260 265 270 

Glu Gly Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu 
275 280 285 

His Glu Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro 
290 295 300 

Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys 
305 310 315 320 

Glu Pro Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly 
325 330 335 

Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys 
340 345 350 

Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg 
355 360 365 

Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr 
370 375 380 

Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr 
385 390 395 400 

Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu 
405 410 415 



Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu 
420 425 430 
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Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala 
435 440 445 

His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala 
450 455 460 

Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val 
465 470 475 480 

Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu 
485 490 495 

Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr 
500 505 510 

Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu 
515 520 525 

Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu 
530 535 540 

Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His 
545 550 555 560 

Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala 
565 570 575 

Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val 
580 585 590 

Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala 
595 600 605 

Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val 
610 615 620 

Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu 
625 630 635 640 

Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro 
645 650 655 

Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn 
660 665 670 

Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu 
675 680 685 

Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin 
690 695 700 

Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly 
705 710 715 720 

Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val 
725 730 735 

Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg 
740 745 750 

Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys 
755 760 765 
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Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg 
770 775 780 

Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala 
785 790 795 800 

Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala 
805 810 815 

Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp 
820 825 830 

Trp Leu Ser Ala Lys Gly His His His His His His 
835 840 

<210> 465 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 465 

gacgtccttc ggggtgatga ggtggcc 27 

<210> 466 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 466 

atcaccccga aggacgtcca ggagaag 27 

<210> 467 

<211> 2532 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 467 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccgaaggac 


gtccaggaga 


agtacggggt 


gcccccggag 


540 


cgctgggtgg 


acttccgcgc 


cctcacgggg 


gaccgctcgg 


acaacatccc 


cggggtggcg 


600 


gggatagggg 


agaagaccgc 


ccttcgactc 


ctcgcagagt 


gggggagcgt 


ggaaaacctc 


660 


ctgaagaacc 


tggaccgggt 


aaagccggac 


tcgctccggc 


gcaagataga 


ggcgcacctc 


720 


gaggacctcc 


acctctcctt 


agacctggcc 


cgcatccgca 


ccgacctccc 


cctggaggtg 


780 


gactttaagg 


ccctgcgccg 


caggaccccc 


gacctggagg 


gcctgagggc 


ctttttggag 


840 


gagctggagt 


tcggaagcct 


cctccacgag 


ttcggcctcc 


tgggagggga 


gaagccccgg 


900 


gaggaggccc 


cctggccccc 


gcccgaaggg 


gccttcgtgg 


gcttcctcct 


ttcccgcaag 


960 


gagcccatgt 


99gcggagct 


tctggccctg 


gcggcggcct 


cgggcggccg 


cgtgcaccgg 


1020 


gcagcagacc 


ccttggcggg 


gctaaaggac 


ctcaaggagg 


tccggggcct 


cctcgccaag 


1080 


gacctcgccg 


tcttggcctc 


gagggagggg 


ctagacctcg 


tgcccgggga 


cgaccccatg 


1140 


ctcctcgcct 


acctcctgga 


cccttcgaac 


accacccccg 


agggggtggc 


gcggcgctac 


1200 


gggggggagt 


ggacggagga 


cgccgcccac 


cgggccctcc 


tctcggagag 


gctccatcgg 


1260 


aacctcctta 


agcgcctcga 


gggggaggag 


aagctccttt 


ggctctacca 


cgaggtggaa 


1320 


aagcccctct 


cccgggtcct 


ggcccatatg 


gaggccaccg 


gggtacggcg 


ggacgtggcc 


1380 


taccttcagg 


ccctttccct 


ggagcttgcg 


gaggagatcc 


gccgcctcga 


ggaggaggtc 


1440 


ttccgcttgg 


cgggccaccc 


cttcaacctc 


aactcccggg 


accagctgga 


aagggtgctc 


1500 


tttgacgagc 


ttaggcttcc 


cgccttgaag 


aagacgaaga 


agacaggcaa 


gcgctccacc 


1560 


agcgccgcgg 


tgctggaggc 


cctacgggag gcccacccca 


tcgtggagaa 


gatcctccag 


1620 


caccgggagc 


tcaccaagct 


caagaacacc 


tacgtggacc 


ccctcccaag 


cctcgtccac 


1680 


ccgaggacgg 


gccgcctcca 


cacccgcttc 


aaccagacgg 


ccacggccac 


ggggaggctt 


1740 


agtagctccg 


accccaacct 


gcagaacatc 


cccgtccgca 


cccccttggg 


ccagaggatc 


1800 


cgccgggcct 


tcgtggccga 


ggcgggttgg 


gcgttggtgg 


ccctggacta 


tagccagata 


1860 
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gagctccgcg tcctcgccca cctctccggg gacgaaaacc tgatcagggt cttccaggag 1920 
gggaaggaca tccacaccca gaccgcaagc tggatgttcg gcgtcccccc ggaggccgtg 1980 
gaccccctga tgcgccgggc ggccaagacg gtgaacttcg gcgtcctcta cggcatgtcc 2040 
gcccataggc tctcccagga gcttgccatc ccctacgagg aggcggtggc ctttatagag 2100 
cgctacttcc aaagcttccc caaggtgcgg gcctggatag aaaagaccct ggaggagggg 2160 
aggaagcggg gctacgtgga aaccctcttc ggaagaaggc gctacgtgcc cgacctcaac 2220 
gcccgggtga agagcgtcag ggaggccgcg gagcgcatgg ccttcaacat gcccgtccag 2280 
ggcaccgccg ccgacctcat gaagctcgcc atggtgaagc tcttcccccg cctccgggag 2340 
^tgggggccc gcatgctcct ccaggtcgcc aacgagctcc tcctggaggc cccccaagcg 2400 
cgggccgagg aggtggcggc tttggccaag gaggccatgg agaaggccta tcccctcgcc 2460 
gtgcccctgg aggtggaggt ggggatgggg gaggactggc tttccgccaa gggtcaccac 2 52 0 
caccaccacc ac 2532 
<210> 468 
<211> 844 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 468 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 
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Ala Lys Lys Ala Glu Lys 
130 

Asp Arg Asp Leu Tyr Gin 

145 150 

Pro Glu Gly His Leu lie 
165 

Val Pro Pro Glu Arg Trp 
180 

Ser Asp Asn lie Pro Gly 
195 

Arg Leu Leu Ala Glu Trp 
210 

Asp Arg Val Lys Pro Asp 
225 230 

Glu Asp Leu His Leu Ser 
245 

Pro Leu Glu Val Asp Phe 
260 

Glu Gly Leu Arg Ala Phe 
275 

His Glu Phe Gly Leu Leu 
290 

Trp Pro Pro Pro Glu Gly 
305 310 

Glu Pro Met Trp Ala Glu 
325 

Arg Val His Arg Ala Ala 
340 

Glu Val Arg Gly Leu Leu 
355 

Glu Gly Leu Asp Leu Val 
370 



Leu Leu Asp Pro Ser Asn 
385 390 

Gly Gly Glu Trp Thr Glu 
405 

Arg Leu His Arg Asn Leu 
420 

Leu Trp Leu Tyr His Glu 
435 

His Met Glu Ala Thr Gly 
450 



Glu Gly Tyr Glu Val 
135 

Leu Val Ser Asp Arg 
155 

Thr Pro Lys Asp Val 
170 

Val Asp Phe Arg Ala 
185 

Val Ala Gly He Gly 
200 

Gly Ser Val Glu Asn 
215 

Ser Leu Arg Arg Lys 
235 

Leu Asp Leu Ala Arg 
250 

Lys Ala Leu Arg Arg 
265 

Leu Glu Glu Leu Glu 
280 

Gly Gly Glu Lys Pro 
295 

Ala Phe Val Gly Phe 
315 

Leu Leu Ala Leu Ala 
330 

Asp Pro Leu Ala Gly 
345 

Ala Lys Asp Leu Ala 
360 

Pro Gly Asp Asp Pro 
375 

Thr Thr Pro Glu Gly 
395 

Asp Ala Ala His Arg 
410 

Leu Lys Arg Leu Glu 
425 

Val Glu Lys Pro Leu 
440 

Val Arg Arg Asp Val 
455 



Arg He Leu Thr Ala 
140 

Val Ala Val Leu His 
160 

Gin Glu Lys Tyr Gly 
175 

Leu Thr Gly Asp Arg 
190 

Glu Lys Thr Ala Leu 
205 

Leu Leu Lys Asn Leu 
220 

He Glu Ala His Leu 
240 

He Arg Thr Asp Leu 
255 

Arg Thr Pro Asp Leu 
270 

Phe Gly Ser Leu Leu 
285 

Arg Glu Glu Ala Pro 
300 

Leu Leu Ser Arg Lys 
320 

Ala Ala Ser Gly Gly 
335 

Leu Lys Asp Leu Lys 
350 

Val Leu Ala Ser Arg 
365 

Met Leu Leu Ala Tyr 
380 

Val Ala Arg Arg Tyr 
400 

Ala Leu Leu Ser Glu 
415 

Gly Glu Glu Lys Leu 
430 

Ser Arg Val Leu Ala 
445 

Ala Tyr Leu Gin Ala 
460 



- 594 . 



Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val 
465 470 475 480 

Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu 
485 490 495 

Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr 
500 505 510 

Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu 
515 520 525 

Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu 
530 535 540 

Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His 
545 550 555 560 

Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala 
565 570 575 

Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val 
580 585 590 

Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala 
595 600 605 

Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val 
610 615 620 

Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu 
625 630 635 640 

Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro 
645 650 655 

Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn 
660 665 670 

Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu 
675 680 685 

Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin 
690 695 700 

Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly 
705 710 715 720 

Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val 
725 730 735 

Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg 
740 745 750 

Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys 
755 760 765 

Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg 
770 775 780 



Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala 
785 790 795 800 
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Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala 
805 810 815 

Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp 
820 825 830 

Trp Leu Ser Ala Lys Gly His His His His His His 
835 840 

<210> 469 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 469 

ctcgaggcgg gtaaacccca ggaggtc 27 
<210> 470 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 470 

gggtttaccc gcctcgaggt gcccggc 2 7 

<210> 471 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 471 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcatcgt ggtctttgac gccgaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
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ctcatcaagg 


agctqqtqga 


cctcctgggg 


tttacccgcc 


tcqaqqtqcc 


gggctttgaa 


360 


gcggatgacg 


tcctggctac 


cctggccaag 


aaggcggaaa 


aggaaggcta 


cqaagtgcgc 


420 


atcctcaccg 


cggaccggga 


cctttaccag 


cttctttcgg 


agcgaatctc 


catccttcac 


480 


ccggagggtt 


acctgatcac 


cccggagtgg 


ctttgggaga 


aqtatqqqct 


taagccttcc 


540 


caqtqqqtqq 


actaccgggc 


Cttqqccqqq 


gacccttccg 


acaacatccc 


cggcgtgaag 


600 


qqcatcqqqq 


agaagacggc 


ggccaagctg 


atccgggagt 


QqQQaaQCCt 


ggaaaacctt 


660 


cttaagcacc 


tggaacaggt 


gaaacctgcc 


tccQtacaQQ 


agaagatcct 


tagccacatg 


720 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


qqcgccggga 

ZJZJ ZJ ZJZjZ^ 


gccggaccqq 


qaqqqqctta 


aggccttttt 


qqaqaQQC t q 

3 3'-*3»-*33 ^ '-3 


840 


gagttcggaa 


gcctcctcca 


cgaqttcqqc 


ctgttggaaa 


qcccqqtqqc 


qqcqqaqqaa 


900 


gctccctggc 


cgccccccga 


qqqagccttc 


gtqqqqtacq 


ttctttcccg 


ccccgagccc 


960 


atqtqqqcqq 


agcttaacgc 


Cttqqccqcc 


qcctqaqqcQ 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


Q a CT Q t C C QQ Q 


gcctcc tcgc 


caaggacct c 


1080 


qccqtcttqq 


cctcqaqqqa 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccqaqqqqq 

'^^^zj zjzjzjZjzj 


tqqCQCqqcq 


ctacqqqqqq 

^^3_?333z3 


1200 


gagtggacgg 


aqqacqccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggqqga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaqqcc 


accqqqqtac 


qqcQQQacQt 

33'*-'333«-*^3^ 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tqcqqaqqaq 


atccgccgcc 


t cQaQCf aQQa 

^ ^ 3 ^^3 3 3 


ggtct tccgc 


1440 


ttqqcqqqcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


qaqcttaqqc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


qcqqtqctqq 


aggccctacg 


qqaqqcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


qatccqccqcf 


1800 


qccttcqtqg 


ccgaggcqgg 


ttqqgcgttq 

Z) ZJ Z? Z) ZJ 


gtggccctgg actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca gggtcttcca 


qqaqaqqaaa 

3 3 «3 3 3 3 *-* '-*3 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 
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cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 472 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 472 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val He Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Leu Ser Glu Arg He Ser He Leu His 
145 150 155 160 
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Pro Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro 
180 185 190 

Ser Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala 
195 200 205 

Lys Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu 
210 215 220 

Glu Gin Val Lys Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met 
225 230 235 240 

Glu Asp Leu Lys Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Gin Val Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Lys Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 
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Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 
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Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 473 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 473 

aagccactcc ggggtgatca ggtaacc 27 
<210> 474 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic | 
<400> 474 

atcaccccgg agtggctttg ggagaag 27 
<210> 475 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 475 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tctttgacgc cgaggccccc tccttccgcc accagaccta cgaggcctac 240 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 
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atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


ggagggttac 


480 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tacggcctca 


ggccggagca 


gtgggtggac 


540 


ttccgcgccc 


tcgtggggga 


cccctccgac 


aacctccccg 


gggtcaaggg 


catcggggag 


600 


aagaccgccc 


tcaagctcct 


caaggagtgg 


ggaagcctgg 


aaaacctcct 


caagaacctg 


660 


gaccgggtaa 


agccagaaaa 


cgtccgggag 


aagatcaagg 


cccacctgga 


agacctcagg 


720 


ctctccttgg 


agctctcccg 


ggtgcgcacc 


gacctccccc 


tggaggtgga 


cctcgcccag 


780 


gggcgggagc 


ccgaccggga 


ggggcttagg 


gccttcctgg 


agaggctgga 


gttcggcagc 


840 


ctcctccacg 


agttcggcct 


cctggaggcc 


cccgcccccc 


tggaggaggc 


cccctggccc 


900 


ccgccggaag 


gggccttcgt 


gggcttcgtc 


ctctcccgcc 


ccgagcccat 


gtgggcggag 


960 


cttaaagccc 


tggccgcctg 


caggggcggc 


cgcgtgcacc 


gggcagcaga 


ccccttggcg 


1020 


gggctaaagg 


acctcaagga 


ggtccggggc 


ctcctcgcca 


aggacctcgc 


cgtcttggcc 


1080 


tcgagggagg 


ggctagacct 


cgtgcccggg 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gacccttcga 


acaccacccc 


cgagggggtg 


gcgcggcgct 


acggggggga 


gtggacggag 


1200 


gacgccgccc 


accgggccct 


cctctcggag 


aggctccatc 


ggaacctcct 


taagcgcctc 


1260 


gagggggagg 


agaagctcct 


ttggctctac 


cacgaggtgg 


aaaagcccct 


ctcccgggtc 


1320 


ctggcccata 


tggaggccac 


cggggtacgg 


cgggacgtgg 


cctaccttca 


ggccctttcc 


1380 


ctggagcttg 


cggaggagat 


ccgccgcctc 


gaggaggagg 


tcttccgctt 


ggcgggccac 


1440 


cccttcaacc 


tcaactcccg 


ggaccagctg 


gaaagggtgc 


tctttgacga 


gcttaggctt 


1500 


cccgccttga 


agaagacgaa 


gaagacaggc 


aagcgctcca 


ccagcgccgc 


ggtgctggag 


1560 


gccctacggg 


aggcccaccc 


catcgtggag 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


ctcaagaaca 


cctacgtgga 


ccccctccca 


agcctcgtcc 


acccgaggac 


gggccgcctc 


1680 


cacacccgct 


tcaaccagac 


ggccacggcc 


acggggaggc 


ttagtagctc 


cgaccccaac 


1740 


ctgcagaaca 


tccccgtccg 


cacccccttg 


ggccagagga 


tccgccgggc 


cttcgtggcc 


1800 


gaggcgggtt 


gggcgttggt 


ggccctggac 


tatagccaga 


tagagctccg 


cgtcctcgcc 


1860 


cacctctccg 


gggacgaaaa 


cctgatcagg gtcttccagg 


aggggaagga 


catccacacc 


1920 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


cggtgaactt 


cggcgtcctc 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gagcttgcca 


tcccctacga 


ggaggcggtg 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


cccaaggtgc 


gggcctggat 


agaaaagacc 


ctggaggagg 


ggaggaagcg 


gggctacgtg 


2160 
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gaaaccctct 


tcggaagaag gcgctacgtg cccgacctca 


acgcccgggt 


gaagagcgtc 


2220 


agggaggccg 


cggagcgcat ggccttcaac atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 


atgaagctcg 


ccatggtgaa gctcttcccc cgcctccggg 


agatgggggc 


ccgcatgctc 


2340 


ctccaggtcg 


ccaacgagct cctcctggag gccccccaag 


cgcgggccga 


ggaggtggcg 


2400 


gctttggcca 


aggaggccat ggagaaggcc tatcccctcg 


ccgtgcccct 


ggaggtggag 


2460 


gtggggatgg 


gggaggactg gctttccgcc aagggtcacc 


accaccacca 


ccac 


2514 


<210> 476 






















<211> 838 






















<212> PRT 






















<213> Artificial Sequence 
















<220> 






















<223> Synthetic 








































Met Asn Ser 


Leu 


Pro 

c 


Leu Phe Glu 


Pro 


Lys Gly 

lU 


Arg 


Val 


Leu 


Leu Val 
15 




Asp Gly His 


His 
20 


Leu 


Ala Tyr Arg 


Thr 


Phe Phe 


Ala 


Leu 


Lys 

J U 


Gly Leu 




Thr Thr Ser 
35 


Arg 


Gly 


Glu Pro Val 
40 


Gin 


Ala Val 


Tyr 


Gly 


Phe 


Ala Lys 




Ser Leu Leu 
50 


Lys 


Ala 


Leu Arg Glu 
55 


Asp 


Gly Asp 


Val 

b U 


Val 


He 


Val Val 




Phe Asp Ala 
65 


Glu 


Ala 


Pro Ser Phe 
70 


Arg 


His Gin 

/ D 


Thr 


Tyr 


Glu 


Ala Tyr 
80 




Lys Ala Gly 


Arg 


Ala 
85 


Pro Thr Pro 


Glu 


Asp Phe 
90 


Pro 


Arg 


Gin 


Leu Ala 
95 




Leu lie Lys 


Glu 
100 


Met 


Val Asp Leu 


Leu 
105 


Gly Leu 


Glu 


Arg 


Leu 
110 


Glu Val 




Pro Gly Phe 
115 


Glu 


Ala 


Asp Asp Val 
120 


Leu 


Ala Thr 


Leu 


Ala 
125 


Lys 


Lys Ala 




Glu Lys Glu 
130 


Gly 


Tyr 


Glu Val Arg 
135 


He 


Leu Thr 


Ala 
140 


Asp 


Arg 


Asp Leu 




Tyr Gin Leu 
145 


Leu 


Ser 


Glu Arg He 
150 


Ser 


He Leu 
155 


His 


Pro 


Glu 


\j^y ± y 1. 

160 




Leu He Thr 


Pro 


Glu 
165 


Trp Leu Trp 


Glu 


Lys Tyr 
170 


Gly 


Leu 


Arg 


Pro Glu 
175 




Gin Trp Val 


Asp 
180 


Phe 


Arg Ala Leu 


Val 
185 


Gly Asp 


Pro 


Ser 


Asp 
190 


Asn Leu 
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Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys Leu Leu Lys 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp Arg Val Lys 
210 215 220 

Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu Glu Asp Leu Arg 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val 
245 250 255 

Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly Leu Arg Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 
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Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

His His His His His His 
835 
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<210> 477 

<211> 64 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 477 

caccaccacc accaccacgt cgactagtgc tagcgtcgac tagctgcagg catgcaagct 60 
tggc 64 

<210> 478 

<211> 64 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 478 

gccaagcttg catgcctgca gctagtcgac gctagcacta gtcgacgtgg tggtggtggt 60 
ggtg 64 

<210> 479 

<211> 41 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 479 

caggaagcgg ccgcgtcgac atgaccatga ttacgccaag c 41 

<210> 480 ■ 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 480 

gggcccgcca gggtcgactc agggcgatgg cccactacgt ga 42 

<210> 481 

<211> 3135 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 481 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


^9999ccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 
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caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 




ctci^^ L-yctu^ct 


gggtcttcca 


99^9999^^9 


1920 


gacatccaca 


cccagaccgc 


ctciyw L.yyctL-y 


L. L-^yyoy l.^v^ 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


yci^yy L-yciciiv 


^^yyVa^y u-v^^ 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


Cfif'CCC'C^'PiC' 

v_> CI ^ \_> ^ C\ 


yayyciyy(-,yy 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 




A L. dy ctddciy d 


ccctggagga 


9999^99^^9 


2160 


cggggctacg 


tggaaaccct 


\^ \^ ^y y ^ciy c*. 


ciyy^y uci^y 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


^y v^y y ciy ^^y w 


A t" ctctr'c*\' t* 
ciL^yy^^ L- uv-fd 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


^-•y^^c*.L.yy ^y 


d dy ^ ^ L. ^ ^ 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


r* cr p c a a r* CI a or 

v.*y w Vb- wwy c*y 


w w ^ w N-- \^ y y 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


\mf 73 ZJ 


^» ^ ^^^3 Z3 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccacgtcg 


acatgaccat 


gattacgcca 


agctatttag 


gtgacactat 


agaatactca 


2580 


agctatgcat 


caagcttggt 


accgagctcg 


gatccactag 


taacggccgc 


cagtgtgctg 


2640 


gaattctgca 


gatatccatc 


acactggcgg 


ccgctcgagc 


atgcatctag 


agggcccaat 


2700 


tcgccctata 


gtgagtcgta 


ttacaattca 


ctggccgtcg 


ttttacaacg 


tcgtgactgg 


2760 


gaaaaccctg 


gcgttaccca 


acttaatcgc 


cttgcagcac 


atcccccttt 


cgccagctgg 


2820 


cgtaatagcg 


aagaggcccg 


caccgatcgc 


ccttcccaac 


agttgcgcag 


cctgaatggc 


2880 


gaatgggacg 


cgccctgtag 


cggcgcatta 


agcgcggcgg 


gtgtggtggt 


tacgcgcagc 


2940 


gtgaccgcta 


cacttgccag 


cgccctagcg 


cccgctcctt 


tcgctttctt 


cccttccttt 


3000 


ctcgccacgt 


tcgccggctt 


tccccgtcaa 


gctctaaatc 


9999gctccc 


tttagggttc 


3060 


cgatttagag 


ctttacggca 


cctcgaccgc 


aaaaaacttg 


atttgggtga 


tggttcacgt 


3120 


agtgggccat 


cgccc 










3135 
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<210> 


482 


<211> 


1045 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


Synthetic 


<400> 


482 



Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 



Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His Val Asp Met Thr Met lie 
835 840 845 

Thr Pro Ser Tyr Leu Gly Asp Thr lie Glu Tyr Ser Ser Tyr Ala Ser 
850 855 860 

Ser Leu Val Pro Ser Ser Asp Pro Leu Val Thr Ala Ala Ser Val Leu 
865 870 875 880 

Glu Phe Cys Arg Tyr Pro Ser His Trp Arg Pro Leu Glu His Ala Ser 
885 890 895 

Arg Gly Pro Asn Ser Pro Tyr Ser Glu Ser Tyr Tyr Asn Ser Leu Ala 
900 905 910 



Val Val Leu Gin Arg Arg Asp Trp Glu Asn Pro Gly Val Thr Gin Leu 
915 920 925 
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Asn Arg Leu Ala Ala His Pro Pro Phe Ala Ser Trp Arg Asn Ser Glu 
930 935 940 

Glu Ala Arg Thr Asp Arg Pro Ser Gin Gin Leu Arg Ser Leu Asn Gly 
945 950 955 960 

Glu Trp Asp Ala Pro Cys Ser Gly Ala Leu Ser Ala Ala Gly Val Val 
965 970 975 

Val Thr Arg Ser Val Thr Ala Thr Leu Ala Ser Ala Leu Ala Pro Ala 
980 985 990 

Pro Phe Ala Phe Phe Pro Ser Phe Leu Ala Thr Phe Ala Gly Phe Pro 
995 1000 1005 

Arg Gin Ala Leu Asn Arg Gly Leu Pro Leu Gly Phe Arg Phe Arg 
1010 1015 1020 

Ala Leu Arg His Leu Asp Arg Lys Lys Leu Asp Leu Gly Asp Gly 
1025 1030 1035 

Ser Arg Ser Gly Pro Ser Pro 
1040 1045 

<210> 483 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 
<400> 483 

cgggacctcg aggcgcgtga accccaggag gtccac 3 6 

<210> 484 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 484 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 12 0 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
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aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 



- 613 - 



gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 485 

<211> 839 

<212> PRT 

<213 > Artificial Sequence 
<220> 

<223> Synthetic 

<400> 485 

Met Asn Ser Gly Met Leu 
1 5 

Leu Val Asp Gly His His 
20 

Gly Leu Thr Thr Ser Arg 
35 

Ala Lys Ser Leu Leu Lys 
50 

Val Val Phe Asp Ala Lys 
65 70 

Gly Tyr Lys Ala Gly Arg 
85 

Leu Ala Leu lie Lys Glu 
100 

Glu Val Pro Gly Tyr Glu 
115 

Lys Ala Glu Lys Glu Gly 
130 

Asp Leu Tyr Gin Leu Leu 
145 150 

Gly Tyr Leu lie Thr Pro 
165 

Pro Asp Gin Trp Ala Asp 
180 



Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
10 15 

Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
25 30 

Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
40 45 

Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
55 60 

Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
75 80 

Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
90 95 

Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
105 110 

Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
120 125 

Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
135 140 

Ser Asp Arg lie His Val Leu His Pro Glu 
155 160 

Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
170 175 

Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
185 190 
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Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 



Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 
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lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val, 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 
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<210> 486 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 486 

gtggaccttc tgggctttac ccgcctcgag gccccg 36 
<210> 487 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 487 

cggggcctcg aggcgggtaa agcccagaag gtccac 36 
<210> 488 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 488 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 
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Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu T2:p Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 



His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 
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Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 



Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 
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Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 489 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 489 

tttacccgcc tcgaggtgcc gggc 24 

<210> 490 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 490 

cggcacctcg aggcgggtaa agcccaaaag gtccac 36 

<210> 491 

<211> 838 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 491 

Met Asn Ser Leu 
1 

Asp Gly His His 
20 

Thr Thr Ser Arg 
35 



Ser Leu Leu Lys 
50 

Phe Asp Ala Lys 
65 

Lys Ala Gly Arg 



Leu He Lys Glu 
100 

Pro Gly Phe Glu 
115 

Glu Lys Glu Gly 
130 

Tyr Gin Leu Leu 
145 

Leu He Thr Pro 



Gin Trp Val Asp 
180 

Pro Gly Val Lys 
195 

Glu Trp Gly Ser 
210 

Pro Ala Ser Val 
225 

Leu Ser Leu Glu 



Asp Phe Ala Arg 
260 

Leu Glu Arg Leu 
275 

Glu Ser Pro Val 
290 

Ala Phe Val Gly 
305 



Pro Leu Phe Glu 
5 

Leu Ala Tyr Arg 



Gly Glu Pro Val 
40 

Ala Leu Arg Glu 
55 

Ala Pro Ser Phe 
70 

Ala Pro Thr Pro 
85 

Met Val Asp Leu 



Ala Asp Asp Val 
120 

Tyr Glu Val Arg 
135 

Ser Glu Arg lie 
150 

Glu Trp Leu Trp 
165 

Tyr Arg Ala Leu 



Gly He Gly Glu 
200 

Leu Glu Asn Leu 
215 

Arg Glu Lys He 
230 

Leu Ser Arg Val 
245 

Arg Arg Glu Pro 



Glu Phe Gly Ser 
280 

Ala Ala Glu Glu 
295 

Tyr Val Leu Ser 
310 



Pro Lys Gly Arg 
10 

Thr Phe Phe Ala 
25 

Gin Ala Val Tyr 



Asp Gly Asp Val 
60 

Arg His Gin Thr 
75 

Glu Asp Phe Pro 
90 

Leu Gly Phe Thr 
105 

Leu Ala Thr Leu 



He Leu Thr Ala 
140 

Ser He Leu His 
155 

Glu Lys Tyr Gly 
170 

Ala Gly Asp Pro 
185 

Lys Thr Ala Ala 



Leu Lys His Leu 
220 

Leu Ser His Met 
235 

His Thr Asp Leu 
250 

Asp Arg Glu Gly 
265 

Leu Leu His Glu 



Ala Pro Trp Pro 
300 

Arg Pro Glu Pro 
315 



Val Leu Leu Val 
15 

Leu Lys Gly Leu 
30 

Gly Phe Ala Lys 
45 

Val He Val Val 



Tyr Glu Ala Tyr 
80 

Arg Gin Leu Ala 
95 

Arg Leu Glu Val 
110 

Ala Lys Lys Ala 
125 

Asp Arg Asp Leu 



Pro Glu Gly Tyr 
160 

Leu Lys Pro Ser 
175 

Ser Asp Asn He 
190 

Lys Leu He Arg 
205 

Glu Gin Val Lys 



Glu Asp Leu Lys 
240 

Leu Leu Gin Val 
255 

Leu Lys Ala Phe 
270 

Phe Gly Leu Leu 
285 

Pro Pro Glu Gly 



Met Trp Ala Glu 
320 



. 621 - 



Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 



- 622 - 



Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

His His His His His His 
835 

<210> 492 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 492 

atcgtggtct ttgacgccga ggccccctcc ttcc 

<210> 493 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 493 

ggaaggaggg ggcctcggcg tcaaagacca cgat 
<210> 494 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 494 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 
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Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 



Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 
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Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 

840 





835 


<210> 


495 


<211> 


2517 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 495 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggacctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


9g^9gtccgg ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 
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gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 496 

<211> 839 

<212> PRT 

<213> Artif icia 
<220> 

<223> Synthetic 

<400> 496 

Met Asn Ser Gly 
1 

Leu Val Asp Gly 
20 

Gly Leu Thr Thr 
35 

Ala Lys Ser Leu 
50 

Val Val Phe Asp 
65 

Gly Tyr Lys Ala 

Leu Ala Leu lie 
100 

Glu Val Pro Gly 
115 

Lys Ala Glu Lys i 
130 



,1 Sequence 



Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
5 10 15 

His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
25 30 

Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
40 45 

Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
55 60 

Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
70 75 80 

Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
105 110 

Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
120 125 

Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
135 140 



- 628 - 



Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 
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His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 



- 630 - 



Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 497 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 497 



atgaattcca 


ccccactttt 


tgacctggag 


gaacccccca 


agcgggtgct 


tctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttctat 


gccctgagcc 


tcaccacctc 


ccggggggag 


120 


ccggtgcaga 


tggtctacgg 


cttcgcccgg 


agcctcctca 


aggccttgaa 


ggaggacgga 


180 


caggcggtgg 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cgggccgggc 


ccccaccccg 


gaggacttcc 


cccgccagct 


cgccttggtc 


300 


aagcggctgg 


tggaccttct 


gggcctggtc 


cgcctcgagg 


ccccggggta 


C9^99cggac 


360 


gacgtcctgg 


gcaccctggc 


caagaaggcc 


gaaagggagg 


ggatggaggt 


gcgcatcctc 


420 


acgggagacc 


gggacttctt 


ccagctcctc 


tccgagaagg 


tctcggtcct 


cctgccggac 


480 


gggaccctgg 


tcaccccaaa 


ggacgtccag 


gagaagtacg 


gggtgccccc 


ggagcgctgg 


540 


gtggacttcc 


gcgccctcac 


gggggaccgc 


tcggacaaca 


tccccggggt 


ggcggggata 


600 


ggggagaaga 


ccgcccttcg 


actcctcgca 


gagtggggga 


gcgtggaaaa 


cctcctgaag 


660 


aacctggacc 


gggtaaagcc 


ggactcgctc 


cggcgcaaga 


tagaggcgca 


cctcgaggac 


720 


ctccacctct 


ccttagacct 


ggcccgcatc 


cgcaccgacc 


tccccctgga 


ggtggacttt 


780 


aaggccctgc 


gccgcaggac 


ccccgacctg 


gagggcctga 


gggccttttt 


g9^99^9Ctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctcctgggag 


gggagaagcc 


ccgggaggag 


900 


gccccctggc 


ccccgcccga 


aggggccttc 


gtgggcttcc 


tcctttcccg 


caaggagccc 


960 


atgtgggcgg 


agcttctggc 


cctggcggcg 


gcctcgggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 
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ctctcccggg 


tcctggccca 


cacggaggcc 


a.ccyyyy t«.c^ 


99cgggacgc 


yyccca.t*u. L. l_ 




caggccctt t 


ccctggagct 




acccgccgcc 


t. cga.y ga.y y a. 


y y cc c u cuy 




ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


cggaaagggc 


gcccc c cgac 


1 tin n 

J. D u u 


gagcttaggc 


tt cccgcctt 


gaagaagacg 


aagaagacag 


y caay cy c t-C 


^ a r^/^f^f^ 

Ca.cca.ycycc 


1 cif^n 

J.OO VJ 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccaucgugg 


a y a a. y o. t. c c u 


c c o.y u a. (J (J y y 




gage u caeca 


agcccaagaa 


ca.ccL.a.cyty 


yaCCvJCCCfJC- 


C<d.a.yv^C t. t-y U 


^ ct i- y cty y 


J. 0 0 ^ 


acgggccgcc 


tccacacccg 


ct tcaaccag 


acggccacgg 


ccacggggag 


y c u L.ay L.a.g c 




tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


^999ccagag 


gauccgccgg 


J. 0 u u 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


±oou 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


ggg u c c c c c a 


yy d.gyyy aay 


1 Q9 n 


gacatccaca 


cccagaccgc 


aagctggatg 


t ccggcgucc 


ccccggaggc 


cy cyy a.cccc 


1 Qftn 

J. 17 0 U 


ctgatgcgcc 


gggcggccaa 


gacgg cgaac 


c ccggcy L.CC 


+~ ^ ^ t-*t~tt^ 0 1" 
t-c t.«.cyy Ca.t 


r*f +*■ <^ /~< /~r /~> zx i~ 

yL.cc.yc;CL.cic 




aggctctccc 


aggagc 1 1 gc 


catcccctac 


gaggaggcgg 


cggcccucat 


a.yo.y cyct.a,c 


9 1 nn 

Z ± Lf U 


t tccaaagct 


tccccaaggt 


gcggg c c egg 


a L ay aa.ao.y d. 


ccc cgy a.yy a. 




91 f^n 
^ J. 0 u 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


0 0 9 n 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


9 9 fl n 
z z 0 V 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


0 T /I rt 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 498 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 498 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 
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Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 



Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 
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Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 
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Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 499 

<211> 2514 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 499 



atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


ggagggttac 


480 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tatgggctta 


agccttccca 


gtgggtggac 


540 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


catcggggag 


600 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


ggaagcctgg 


aaaaccttct 


taagcacctg 


660 
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aacc uy cc u c 


cgcgcgggag 


aagatcc tea 


gccacatgga 


ggacctcaag 


T T n 


C d C C' C L. ^ ^ 


ay c caccccy 


yy L.y cacacy 


yac c Ly cccc 


tt caggtgga 


cttcgcccgg 


'~i o r\ 


cgccgggagc 


cggaccggy a 


ggggc c c aag 


g c c c c c u c gg 


agaggc t gga 


g 1 1 cggaagc 


O /I A 

o4U 


^ ^ ^ ^ 

c tcccccacg 


agcucggcc c 


gttggaaagc 


ccggtggcgg 


cggaggaagc 


tccctggccg 


ft A A 

900 


ccccccgagg 


gagcct t cgt 


9999t^cgtt 


ct ttcccgcc 


ccgagcccat 


gtgggcggag 


960 


c t ta.a.cgcc t 


tggccgccgc 


ctggggcggc 


cgcgtgcacc 


gggcagcaga 


ccccttggcg 


1020 


gggctaaagg 


acctcaagga 


ggtccggggc 


ctcctcgcca 


aggacctcgc 


cgtcttggcc 


1080 


t cgagggagg 


ggctagacct 


cgtgcccggg 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


yaccccucga 


acaccacccc 


cgagggggtg 


gcgcggcgct 


scggggggga 


gtggacggag 


1200 


y acgccgccc 


accgggccc t 


cctct cggag 


aggctccatc 


ggaacctcct 


taagcgcctc 


1260 


gagggggagg 


agaagct cct 


ttggctctac 


cacgaggtgg 


aaaagcccct 


ctcccgggtc 


1320 


ctggcccata 


tggaggccac 


cggggt acgg 


C999^c:gtgg 


cctaccttca 


ggccctttcc 


1380 


ctggagcttg 


cggaggagat 


ccgccgcctc 


9aggaggagg 


tcttccgctt 


ggcgggccac 


1440 


ccct t caacc 


t caac tcccg 


ggaccagctg 


gaaagggtgc 


tct t tgacga 


gcttaggctt 


1500 


cccgcct tga 


agaagacgaa 


gaagacaggc 


aagcgctcca 


ccagcgccgc 


ggtgctggag 


1560 


gcccuacggg 


aggcccaccc 


catcgtggag 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


c ucaagaaca 


cctacgtgga 


ccccctccca 


agcctcgtcc 


acccgaggac 


gggccgcctc 


1680 


cacacccgct 


tcaaccagac 


ggccacggcc 


acggggaggc 


ttagtagctc 


cgaccccaac 


1740 


ctgcagaaca 


tccccgtccg 


cacccccttg 


ggccagagga 


tccgccgggc 


cttcgtggcc 


1800 


gaggcgggtt 


gggcgttggt 


ggccctggac 


tatagccaga 


tagagctccg 


cgtcctcgcc 


1860 


cacctctccg gggacgaaaa 


cctgatcagg 


gtcttccagg 


aggggaagga 


catccacacc 


1920 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


cggtgaactt 


cggcgtcct c 


tacggcatgt 


ccgcccatag 


gctctcccag 


O A /I A 


gagcttgcca 


tcccctacga 


99^99C99t9 


gcctttatag 


agcgctact t 


ccaaagcttc 


2100 


cccaaggtgc 


gggcctggat 


agaaaagacc 


ctggaggagg 


ggaggaagcg 


gggctacgtg 


2160 


gaaaccctct 


tcggaagaag 


gcgctacgtg 


cccgacctca 


acgcccgggt 


gaagagcgtc 


2220 


^999aggccg 


cggagcgcat 


ggccttcaac 


atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 


atgaagctcg 


ccatggtgaa 


gctcttcccc 


cgcctccggg 


agatgggggc 


ccgcatgctc 


2340 


ctccaggtcg 


ccaacgagct 


cctcctggag 


gccccccaag 


cgcgggccga 


ggaggtggcg 


2400 


gctttggcca 


aggaggccat 


9gagaaggcc 


tatcccctcg 


ccgtgcccct 


ggaggtggag 


2460 


gtggggatgg gggaggactg gctttccgcc 


aagggtcacc 


accaccacca 


ccac 


2514 
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<210> 


500 


<211> 


838 


<212 > 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


500 


Met Asn Ser Leu Pro Leu Phe 


1 


5 



10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 
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Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 
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Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

His His His His His His 
835 



<210> 


501 


<211> 


2517 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 501 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


99^99 tccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


999gacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 
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gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


sggsggggsa 


ggacatccac 


1 Q o n 


acccagaccg 


caagctggat 


gt tcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


T Q O A 




agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


zU4U 


caggagct tg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


ct tccaaagc 


n T A A 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


^9999^99^^ 


gcggggctac 


2160 


gtggaaaccc 


tct tcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


O O T A 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


22 80 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 502 

<211> 839 

<212> PRT 

<213> Artif ici 
<220> 

<223> Syntheti 

<400> 502 

Met Asn Ser Gly 
1 

Leu Val Asp Gly 
20 

Gly Leu Thr Thr 
35 

Ala Lys Ser Leu 
50 

Val Val Phe Asp 
65 

Gly Tyr Lys Ala 

Leu Ala Leu lie 
100 

Glu Val Pro Gly 
115 

Lys Ala Glu Lys 
130 



al Sequence 



Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
5 10 15 

His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
25 30 

Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
40 45 

Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
55 60 

Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
70 75 80 

Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
105 110 

Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
120 125 

Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
135 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 



Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 
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His Pro Phe Asn 



Asp Glu Leu Arg 
500 

Arg Ser Thr Ser 
515 

He Val Glu Lys 
530 

Thr Tyr Val Asp 
545 

Leu His Thr Arg 



Ser Ser Asp Pro 
580 

Gin Arg He Arg 
595 

Ala Leu Asp Tyr 
610 

Gly Asp Glu Asn 
625 

Thr Gin Thr Ala 



Pro Leu Met Arg 
660 

Gly Met Ser Ala 
675 

Glu Ala Val Ala 
690 

Arg Ala Trp He 
705 

Val Glu Thr Leu 



Arg Val Lys Ser 
740 

Pro Val Gin Gly 
755 

Leu Phe Pro Arg 
770 

Ala Asn Glu Leu 
785 



Leu Asn Ser Arg 
485 

Leu Pro Ala Leu 



Ala Ala Val Leu 
520 

He Leu Gin His 
535 

Pro Leu Pro Ser 
550 

Phe Asn Gin Thr 
565 

Asn Leu Gin Asn 



Arg Ala Phe Val 
600 

Ser Gin He Glu 
615 

Leu He Arg Val 
630 

Ser Trp Met Phe 
645 

Arg Ala Ala Lys 



His Arg Leu Ser 
680 

Phe He Glu Arg 
695 

Glu Lys Thr Leu 
710 

Phe Gly Arg Arg 
725 

Val Arg Glu Ala 



Thr Ala Ala Asp 
760 

Leu Arg Glu Met 
775 

Leu Leu Glu Ala 
790 



Asp Gin Leu Glu 
490 

Lys Lys Thr Lys 
505 

Glu Ala Leu Arg 



Arg Glu Leu Thr 
540 

Leu Val His Pro 
555 

Ala Thr Ala Thr 
570 

He Pro Val Arg 
585 

Ala Glu Ala Gly 



Leu Arg Val Leu 
620 

Phe Gin Glu Gly 
635 

Gly Val Pro Pro 
650 

Thr Val Asn Phe 
665 

Gin Glu Leu Ala 



Tyr Phe Gin Ser 
700 

Glu Glu Gly Arg 
715 

Arg Tyr Val Pro 
730 

Ala Glu Arg Met 
745 

Leu Met Lys Leu 



Gly Ala Arg Met 
780 

Pro Gin Ala Arg 
795 



Arg Val Leu Phe 
495 

Lys Thr Gly Lys 
510 

Glu Ala His Pro 
525 

Lys Leu Lys Asn 



Arg Thr Gly Arg 
560 

Gly Arg Leu Ser 
575 

Thr Pro Leu Gly 
590 

Trp Ala Leu Val 
605 

Ala His Leu Ser 



Lys Asp He His 
640 

Glu Ala Val Asp 
655 

Gly Val Leu Tyr 
670 

He Pro Tyr Glu 
685 

Phe Pro Lys Val 



Lys Arg Gly Tyr 
720 

Asp Leu Asn Ala 
735 

Ala Phe Asn Met 
750 

Ala Met Val Lys 
765 

Leu Leu Gin Val 



Ala Glu Glu Val 
800 
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Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 503 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 503 

atcgtggtct ttgacgccga ggccccctcc ttcc 34 
<210> 504 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 504 

ggaaggaggg ggcctcggcg tcaaagacca cgat 34 
<210> 505 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 505 

atgaattcgg aggcgatgct gcccctcttt gagcccaagg gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttccac gccctgaagg gcctcaccac cagccggggg 120 
gagccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct caaggaggac 180 
9999scgcgg tgatcgtggt ctttgacgcc gaggccccct ccttccgcca cgaggcctac 240 
ggggggtaca aggcgggccg ggcccccacg ccggaggact ttccccggca actcgccctc 300 
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atcaaggagc 


cggcggaccu 


cccggggccc 


acgcgccccg 


aggccccggg 


ccacgaggcg 


J 0 u 


yacgacy ucc 


cggccagcc u 


yy ccaay aay 


gcggaaaagg 


agggccacga 


ggcccgcauc 


4 0 n 
ft z u 


ctcaccgccg 


acaaagacc t 


t. caccagccc 


cc t cccgacc 


gcauccacgt. 


/-^ y-*i ^ y-f y^ ^ y-t y*f 

cccccacccc 


0 u 


gaggggtacc 


tcatcacccc 


ggcctggct t 


tgggaaaagt 


acggcctgag 


gcccgaccag 




tgggccgact 


accgggccct 


gaccggggac 


gagtccgaca 


acct tcccgg 


ggtcaagggc 


£r r» r» 
bUU 


atcggggaga 


agacggcgag 


gaagcttctg 


gaggagtggg 


ggagcctgga 


agccctcctc 


bo U 


aagaacctgg 


accggctgaa 


gcccgccat c 


cgggagaaga 


tcctggccca 


catggacgat 


Ton 


ccgaag ccc u 


cc tgggacc u 


ggccaaggcg 


cgcaccgacc 


^ y^ ^ y-*T/^ -.^ 

cgcccc tyga 


gguggacizcc 


/ 0 U 


gccaaaaggc 


gggagcccga 


ccgggagagg 


cttagggcct 


t tctggagag 


gc I- cgagc c c 


Q A n 


ggcagcctcc 


tccacgagt t 


cggccttctg 


gaaagcccca 


aggccctgga 


ggaggccccc 


0 0 n 
y U U 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


tttgtgct-tt 


cccgcaagga 


gcccatgtgg 


y 0 U 


gccgatcttc 


tggccctggc 


cgccgccagg 


ggcggccgcg 


tgcaccgggc 


agcagacccc 


T ri 0 ri 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


t cgccaagga 


cctcgccgtc 


1 A Q n 


ttggcctcga 




agacctcgtg 


cccggggacg 


accccatgct 


cctcgcctac 


T T /I n 


ctcctggacc 


cttcgaacac 


cacccccgag 


ggggtggcgc 


ggcgctacgg 


ggggg^gtgg 


T O n A 


acggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


T o ^ n 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


aggtggaaaa 


gcccctctcc 


T o 0 


cgggtcctgg 


cccatatgga 


ggccaccggg 


gtacggcggg 


acgtggccta 


ccttcaggcc 


T 0 0 ri 
± J 0 U 


Cuutccctgg 


agcttgcgga 


ggagat ccgc 


cgcctcgagg 


aggaggtctt 


ccgct tggcg 


T yl /I r» 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 


gggtgctct t 


tgacgagctt 


T c r> A 


aggct tcccg 


cct tgaagaa 


gacgaagaag 


acaggcaagc 


gctccaccag 


cgccgcggtg 




c t ggaggc c c 


tacgggaggc 


ccaccccatc 


gtggagaaga 


t c c t c c age a 


c cgggagc t c 




accaagctca 


agaacaccta 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


lb oU 


cgcctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


ggaggc t tag 


^ ^ y^ y^ y^ y-l y-^w — * y^ 

tagcuccgac 


1 0 A n 
± /4 U 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttgggcc 


agaggatccg 


ccgggccttc 


T Q A n 


gtggccgagg 


cgggt tgggc 


gttggtggcc 


ctggactata 


gccagataga 


gctccgcgtc 


±ob U 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


atcagggtct 


tccaggaggg 


gaaggacac c 


1 Q 0 A 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1980 


cgccgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


tcccaggagc 


ttgccatccc 


ctacgaggag 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 
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tacgtggaaa ccctcttcgg aagaaggcgc tacgtgcccg acctcaacgc ccgggtgaag 222 0 
agcgtcaggg aggccgcgga gcgcatggcc ttcaacatgc ccgtccaggg caccgccgcc 2280 
gacctcatga agctcgccat ggtgaagctc ttcccccgcc tccgggagat gggggcccgc 2340 
atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 24 60 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 2520 
<210> 506 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 506 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 
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Asp Asn 



Leu Leu 
210 

Arg Levi 
225 



Leu Pro 
195 

Glu Glu 



Lys Pro 



Leu Lys Leu Ser 
Glu Val 
Ala Phe 



Asp Phe 
260 



Leu Leu 
290 

Glu Gly 
305 



Leu Glu 
275 

Glu Ser 
Ala Phe 



Ala Asp Leu Leu 
Ala Ala 



Leu Leu 



Asp Pro 
340 

Ala Lys 
355 



Leu Val 
370 



Pro Gly 
Thr Thr 
Thr Glu Asp Ala 



Ser Asn 
385 



Asn Leu 

His Glu 

Thr Gly 
450 

Leu Ala 
465 

Gly His 
Phe Asp 
Lys Arg 



Leu Lys 
420 

Val Glu 
435 

Val Arg 
Glu Glu 
Pro Phe 



Glu Leu 
500 

Ser Thr 
515 



Gly Val Lys 

Tirp Gly Ser 
215 

Ala lie Arg 
230 

Trp Asp Leu 
245 

Ala Lys Arg 

Arg Leu Glu 

Pro Lys Ala 
295 

Val Gly Phe 
310 

Ala Leu Ala 
325 

Leu Ala Gly 

Asp Leu Ala 

Asp Asp Pro 
375 

Pro Glu Gly 
390 

Ala His Arg 
405 

Arg Leu Glu 

Lys Pro Leu 

Arg Asp Val 
455 

lie Arg Arg 
470 

Asn Leu Asn 
485 

Arg Leu Pro 
Ser Ala Ala 



Gly He 
200 

Leu Glu 



Glu Lys 

Ala Lys 

Arg Glu 
265 

Phe Gly 
280 

Leu Glu 
Val Leu 
Ala Ala 



Leu Lys 
345 

Val Leu 
360 

Met Leu 



Gly Glu Lys 



Ala Leu Leu 
220 

He Leu Ala 
235 

Val Arg Thr 
250 

Pro Asp Arg 



Thr Ala Arg Lys 
205 

Lys Asn Leu Asp 



Ser Leu Leu 



Glu Ala Pro 
300 

Ser Arg Lys 
315 

Arg Gly Gly 
330 

Asp Leu Lys 



His Met Asp Asp 
240 

Asp Leu Pro Leu 
255 

Glu Arg Leu Arg 
270 

His Glu Phe Gly 
285 

Trp Pro Pro Pro 



Ala Ser Arg 



Val Ala 

Ala Leu 

Gly Glu 
425 

Ser Arg 
440 

Ala Tyr 
Leu Glu 
Ser Arg 



Ala Leu 
505 

Val Leu 
520 



Leu Ala Tyr 
380 

Arg Arg Tyr 
395 

Leu Ser Glu 
410 

Glu Lys Leu 



Val Leu Ala 



Leu Gin Ala 
460 

Glu Glu Val 
475 

Asp Gin Leu 
490 

Lys Lys Thr 



Glu Pro Met Trp 
320 

Arg Val His Arg 
335 

Glu Val Arg Gly 
350 

Glu Gly Leu Asp 
365 

Leu Leu Asp Pro 



Gly Gly Glu Trp 
400 

Arg Leu His Arg 
415 

Leu Trp Leu Tyr 
430 

His Met Glu Ala 
445 

Leu Ser Leu Glu 



Glu Ala Leu 



Phe Arg Leu Ala 
480 

Glu Arg Val Leu 
495 

Lys Lys Thr Gly 
510 

Arg Glu Ala His 
525 
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Pro lie 
530 

Asn Thr 
545 

Arg Leu 

Ser Ser 

Gly Gin 

Val Ala 
610 

Ser Gly 
625 

His Thr 

Asp Pro 

Tyr Gly 

Glu Glu 
690 

Val Arg 
705 

Tyr Val 

Ala Arg 

Met Pro 

Lys Leu 
770 

Val Ala 
785 

Val Ala 
Val Pro 
Lys Gly 



Val Glu 

Tyr Val 

His Thr 

Ser Asp 
580 

Arg lie 
595 

Leu Asp 
Asp Glu 
Gin Thr 



Leu Met 
660 

Met Ser 
675 



Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
535 540 



Asp Pro Leu Pro Ser Leu Val His Pro 
550 555 

Arg Phe Asn Gin Thr Ala Thr Ala Thr 
565 570 

Pro Asn Leu Gin Asn lie Pro Val Arg 
585 

Arg Arg Ala Phe Val Ala Glu Ala Gly 
600 605 

Tyr Ser Gin lie Glu Leu Arg Val Leu 
615 620 

Asn Leu lie Arg Val Phe Gin Glu Gly 
630 635 

Ala Ser Trp Met Phe Gly Val Pro Pro 
645 650 

Arg Arg Ala Ala Lys Thr Val Asn Phe 
665 

Ala His Arg Leu Ser Gin Glu Leu Ala 
680 685 



Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser 
695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg 
710 715 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro 
725 730 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met 
740 745 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met 
775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg 
790 795 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr 
805 810 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp 
820 825 

His His His His His His 
835 840 



Arg Thr Gly 
560 

Gly Arg Leu 
575 

Thr Pro Leu 
590 

Trp Ala Leu 

Ala His Leu 

Lys Asp lie 
640 

Glu Ala Val 
655 

Gly Val Leu 
670 

lie Pro Tyr 

Phe Pro Lys 

Lys Arg Gly 
720 

Asp Leu Asn 
735 

Ala Phe Asn 
750 

Ala Met Val 
Leu Leu Gin 



Ala Glu Glu 
800 

Pro Leu Ala 
815 

Leu Ser Ala 
830 
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<210> 507 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 507 

cagaccatga attcggaggc gatgctgccc ctcttt 36 
<210> 508 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 508 

aaagaggggc agcatcgcct ccgaattcat ggtctg 36 
<210> 509 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 509 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttctttgcc ctgaagggcc tcaccaccag ccggggggag 12 0 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 4 80 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
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^^^^d^ctct^ ct 


cy y ^^y dy y dd 


yc L L.C Lyydy 


na ot* 00000 a 
yciy uygyggd 


ooot" ooa a 00 
y ^ ^ ^y y ddy ^ 


c v_. day 


660 


a a o t" rm a 


yy^ L.yddy^^ 


^yL-*^dL.v-.v^yy 


era CIA AO At" pr* 
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cjcraci Adapt" t 
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840 




d^y dy ^^yy 


o 1" t" pt" on a a 
^*»> L. ^yydd 


A CI p p p p A A cr cr 
dy^v^v-a^ddyy 


p p p t~ era A cf a A 
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ddyyyy^^ l. l. 


cy Lyyyc l l l 
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yL.yv— L. L- L.^^^ 


00 a a 00a 000 
y ^ d dy y dy ^ 
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k~ o 
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ccddggdccc 


000 OOt" 0 "f" t" 0 
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X u 0 u 


y CC L-Cydyyy 


dgyygc cdgd 


ccccycyccc 


0000a 00a 00 
ygygdcgdcc 
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CCdCyCCL-v^L. 


0000^ aoo^ 0 
C.y L.L' CdL*^ L L* 


1 1 4.0 
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o^ oor*ooooo 
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N_. Vvw^yd^N^v^^ 
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gccgaggcgg 


g t. L ggg eg c L- 


gg t.ggccc cy 


y dC Ud Ldy cc 


dgdCdydyc l. 


ccy cy L cc u c 


X 0 0 V 


gCCCdCCL.CC 


ccggggdCy d 


dddCCCydLC 


a 000 0 f" "t" 0 0 

dyyy l.c l. ucc 


a 00a 0000a a 
dy y dy y y y dd 


00 ar~"at"Ooao 
yydL'dLCCdc 


1 Q90 

X ^ ^ \J 


dcccdy dccy 


c d dy c u y y d L. 


nt" t~ ^nf~f /^n^ 

y L ccyy cy lc 


cccccy y dy y 


000*^ 00a r*/^r* 
ccy cy y dL*cc 


f- rra f" 0000 
cc cydLyL^yc 


X ^ 0 w 


^yyy^^yy^^d 


a era ncfat" a 
dyd.v_.yy c.ycm 


pt" t" pciapcrt' p 
v.- *-^yy^y ^--^ 


P1~ PI" APCrCTP A 


t'at' coQCCCi^ 

\^ y L.. V — \^ ^w. Vta.. c*. 


t aaac t c fc c c 


2040 


cdyydyc u uy 


CL'dL^L.ti^L'Cd 


cydyydygcy 


ot" oooot" t* t* a 

y *-yy L-L* l> u ud 


f- a oa 0000 1~ a 
L> dy dy ^ y ^ d 


\^ L- c-^^dddy \^ 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


9cggg9ctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 
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ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2 517 

<210> 510 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 510 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 
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Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 
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Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 
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<210> 511 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 511 

gcctaccgca ccttctttgc cctgaagggc etc 33 

<210> 512 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 512 

gaggcccttc agggcaaaga aggtgcggta ggc 33 

<210> 513 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 513 



atgaattcgg ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


99tggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcag 


agaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


C999ccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 
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^y^L^du^L^yy 


f^ianaaoat" r^/*^ 
y dy ddy d l. 


^yy^^^d^dL- 


rrrra r'oa i~ r* t~ o 
yyd^yduv^ L.y 


72 0 


day cue tec U 


ggy dcc- uygc 


wddyy uycy c 


dccyd^ouyc 


ccc cy y dy y c 


rrrra r* i~ 4~ r'rrr^r' 
yydCL. ccycc 


7 ft n 

/ o u 


ddddyy C-^yy 


d y y d ^ ^ y 


f~T(^a /~Ta t" 1~ 
y y dy dy y l. l. 


a nnf^ z*' t~ t" ^ 
dy yy ^^(^ l. l> l. 


+- rrrra (*Ta rrrrr* t* 
uy y dy dy y o l. 


t"rTarr+" ^ t'rrrir' 
uydy L. L. L.yy^ 




d y C C C C C L. (J C 


dCgdy u ucgy 


c^u u UL. uyydd 


dy ccccddyy 


r* r' r* rrrra rrrr a 
CCC L.yydyy d 


rrrrr* /~< +~ rrrr 
yyccccc cyy 


-7 U V 


^ O ^ L. ^ y y y 


ddyyyy l. l. 


^y L.yyy^L> l. u 


yL.yoL.L.L.L^^^ 


rrr'a a rrrra rrr* r* 
y ^ddy y dy ^ ^ 


a +- f-r i" rrrr rrr' r' 

v^duy ^yyy^*- 


^ O U 


<^ S +" ^ /"< ^ *~T/~f 

y d L. C L. t. C C y y 


cc-CLyycoyo 


c.y oL-dyyyy c 


y y %^cy cy L.y c 


a r*r*rTrTrTr' a rrr* 
d c c y y y c dy c 


arTar'r'r^r''t~ t" rr 
dy dL-^^^ v_ L. cy 




ycyyyyL-L-dd 


dyyd^\_ L.odd 


f*rrTa rrfff* r^nn 


yy^L^L.^^ L.^y 


r* r* a a rrrra r* r* t" 
^^ddyy d^^ u 


r^r~\c c^cy\~ /"* 4~ 4- rr 

v—yv^^^y u-^^ U- t-y 


X V O V 


y cctcydyyy 


aggygc t-dgd 


cc ccy ugccc 


ggggdcgdCC 


CCdCyCCCCC 


cgcc CdCC CC 


1 1 A O 

X J. ^ \J 


cuyy dcccc c 


cyddCdCCdC 


ccccydyyyy 


gtggcgcggc 


gccacggggg 


yy dg cggdcg 


19 0 0 
J. ^ u u 


y dyy dCy ccy 


CL-CdCCyyy c 


ccucctcccy 


ydgdygct cc 


a r* rT/~T a a r* r* t* 
dCCgyddCCC 


r» r* f* a a rrr* rrr* 

CCC Cddycyc 


1 9^0 


cccgaggggg 


dyy dy ddy u 




t" ar'/^ar^r^a nrr 
udi^ v^doy dy y 


4- rrrra a a a rr r* r" 
L. y y d d d d y ^ v.' 


4- t~ r*r*r^ nn 
\rft-/U^^UL-^wyy 


X J ^ Vy/ 


/-Y 4- /-I r-< 4- r^r*r* 
y L.^^t_-L.yyL-L.\_ 


d wd uy y dy y w 


v-dC'L-yyyyud 


cggcgggacg 


t" rrrr r" r^ *t~ a rr* t" 
L>yy^^ L.do^ L. 


i~ r* a rrn rr* t* *h 
L. ^ dy y ^ \_r ^ L. L. 


1 "^fiO 

X J o u 


u c c c t. y y d y 


t- t-y^-yydyyd 


y d u o t-y i^t_y 


^^y^yy^yy 


a rrrr i~ r' i~ f* r* r* rr 
dy y L-t-L. L-Ot^y 


/~« t" i" rrrr r'rr rrrr r" 

^ L. (-y y ^y y y 


1 440 
x*± *± u 


CdCCCCCtCd 


dCCUt-ddCL-C 


t-cyy gdccdy 


c tyydddyyy 


t'rrr^l" r^t" +* 1~rTa 

uycu-cuucyd 


r'rrarrr'f* ^ a rrrr 
L>y dy ^ L- udy y 


1 ^nn 

X u u 


c Lucccgccc 


ugddy ddy dC 


ft s a /~f a a /~f a a 

y ddyddydCd 


gyCddycgc t. 


ccdCCdgcgc 


r'rr r'rrrri" rrr* 4~ ^ 

cycggcgccg 




ydygCCCtdC 


gggaggccca 


ccccaccgcg 


gagadgaucc 


cccdgcdccg 


gy agccCdCC 


1 9 n 
± o z u 


ddy C tCddy d. 


d d w L. C d c y c 


yydccccc t-c 


ccddycc ccy 


t~ r' r* a r* r* n a rt 

cccdcccgdy 


rf a r* rrrr rrr* r'n r^ 

y dcygy ccy c 


1 *^ftO 

X O O V/ 


CtCCdCdCCC 


y U u v_ddk..v^d 


yd^yyv'(->d^y 


yv^^dL^yyyyd 


rrrr r'4~4~ arrt~ arr 
y y v_ u u dy u dy 


/-"■f- r'r'rrar^r'r'r' 
L. oy d^ov^ 


1 74.0 
X / *± u 


dd%^ ty i->dy d 


d^dL.i^i^O\^y L. 


i^L^y^d^i^L.-^^ 


L. y y y wi^dy d 


rtrra ^ f~*r*nr*c^c% 
yydL-^L-yL-v-y 


rrrrr^o i~ 1~ r'rrt" rr 
yy v.- L. u ^y v-y 




gccgaggcgg 


yi-'-yyy^y*-'*- 


yy '-yy^^^^y 


y d L. d u dy \^ 


arra t" arra rrr* i~ 
dy d dy dy l. 


r'r^rrr* rri" or* t* r* 


1 RfiO 
X o o u 


y ccCdCC uc u 


ccyygy dcgd 


a a a 4" i^a 4~ 


anrrrrt" r^\~ \~ 

dyyy t-cc ccc 


a rrrra rrrr rrrra a 

dygdyyyy dd 


rrrra r* a i" r* r" a r* 
yydL-d L.Vw^^wdv-' 


1 Q90 

X J7 4b U 


dCCCdy dccy 


cddy L. cyy dt. 


g t tcygcy cc 


cccccyydyy 


or^rrt" rrrra r* r" r" 

ccy cyydccc 


/-< /— ' +" rr a 4~ rrr'rtr' 
uy d uy L^y ^ 


X J7 O \/ 




a f~ra r^nnt" **Ta a 
dy dv-y y cy dd 


^ u u ^y y ^y t *^ 


r't" r*t* a rTrrrr^a 
u>L.^L.d^yyv^d 


4- f~T +- r^rrr* r* r* a 
^y w^^_>y^^^d 


^ a frrrr' ^ r* ^ r* r* 
L. dy y ^ L. w ^ ^ 


9040 

^ V 1 V 


^ dy y dy u i-y 


k-^dL.^^^^ L.d 


^y dyy dyy ^y 


oorT' t" ^ ^ a 
yL-yy^(^u L.L.d 


4- arranr'rrr't" a 
L. dy dy ^y ^ u d 


ot" t* r'r'a a anr* 
^ u. ^ d ddy 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 




gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 
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ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 514 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 514 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 
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Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 
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Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 515 

<211> 33 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 515 

ctcctcaagg ccctcagaga ggacggggac gcg 33 
<210> 516 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 516 

cgcgtccccg tcctctctga gggccttgag gag 33 
<210> 517 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 517 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccaccctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
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d ct ct d ^ ^ ^ ^ ^ 


dy v^y dv^ v^y 


y y ^y 


aooocct" t~ t" C 
ciy y y ^ k« ^ ^ 


t^acraaacicict 
^y y "y y y 


taacrt t tcicrc 

wy ciy ^ ^ ,3 3 


840 


A CI o r* tr* r* t~ r* r* 


a r" era at" t cao 

d^y dy i.» ^wyy 


cct tctaaaa 
^ ^ ^ y y 


acrccccaaoa 


ccc taaacrcra 


daccccct-CiCi 


900 


nr'r'r'ccir'ccscs 


ddyyyy^^Ui 


ccitaaactt t 
^y ^y w ^ ^ ^ 


Cftac 1 1 tccc 

y ^y ^ L» ^ V* 1^ 


crcaacrciacrcc 


catataaQcc 


960 


era 1" r'i" t" r't'crci 


\^\^\^ L*yyv^^^y^ 


^ y w ^ wy y y y ^ 


Qoccocotac 
y y >-« ^y ^y ^y ^ 


a c cacrac acf c 

CT. y y y ^ t*y ^ 


acracccct ta 


1020 


g cgy y g o u cici 


dy y dL^^ u ^dd 


rroaont" r*r*acs 

ggciyy Lt-cyy 


oo cct"Cci~co 
yy^-^ ^^y 


CC A AOCIA CCt* 
^wddyydv_>^ L> 


cere cat" ct" t"cr 


1080 


y ccccgdyyy 


dy y y y u dy d 


L-^y L.yoi-'O 


ooooa coa cc 
yyyyd^yd^^ 


ccat"oc1~cct~ 


ccrcct'ACCl~c 


1140 


v^L.yyciii^v^L'Uu 


L^ydd^dk^^d^ 


^ V— ^ ^ y dy y y y 


ot" oococooc 

y "-yy^y^yy^ 


oc t~ A ccrcicicrci 
yo udt-yyyyy 


cicr A crt" ciOA cci 
yydy i^yyd^y 


1200 


ri a orr ^5 r*' o n 


\^^^dt-'^yyy^ 


v,^^ ^^^^^ L-v.-y 


CTACfAOCfCt' CC 
y dy dy y ^ 


A t" CdCTA A CCt" 
dL-^yyd«^^ u. 


^ ^ w L« d dy ^ y w 


1260 




dy y dy ddy l- 


t" t* t" dor' i~ o 


t" a cca COA oo 
Cd^^dv^ydyy 


t~OCTA A A ACfCC 
L^yyddddyw^ 


cct" ct" C*C*C*C1C1 


1320 


y l..(^^^L.yyL.u■v_ 


d d i^y y dy y 


'-'d^^yyyy ud 


^yy^yyy^^y 


t-oocct" A CCt" 


t* CACTCrccct" t" 
Lv^dyy^v^^ L. 


1380 


t- u y y cty u 


u Ly t^yy dyyd 


y d uv_ t^y oiw-y w 


c t" coa nr^^c^(~i 

y yy yy 


a oo t" c t" t" c c o 
dy yt^v^L.u-v^i^y 


C t" t~ oocoooc 
\^ L- u-yy >^yyy 


1440 




d^^ L.^dd^ L-L' 


^v^yyyd^v,^dy 


C t* OOA A A OOO 

^ '-y y ciddy yy 


t~ oc t* ct" t~ t" oa 
L.yv^L'^L'L* L.yd 


COACrct" i" ACICI 
i^ydy ^ L- ^dyy 


1500 


C L. U C. C C. g C C U 


uy ddy ddy dC 


^ o a a oa a 
y ddy ddy di^d 


oo c a a o c o c t~ 
y y L'ddy ^y u 


cc a CCA ococ 
d d y ^ y 


cocoot" oct" o 
^y^yy uy^ ^y 


X ^ D U 


y ciy y u cn^ 


yyydyyLr^v^d 


v^^w^dL'^yuy 


o AOA AOA i~ cc 
y dy ddy d l- ^ ^ 


1~ cca oca ceo 
L> ^ ^ ^y ^ d ^ y 


ooa oc1~ r*^r*c^ 
y y dy ^ l- ^ d ^ 


1620 


ctciy L.L.ctciy ct 


dL'dL^^ Cd^y L- 


yyd^^^^v^u^ 


CCA AOCCt"CO 

v,> ^ d dy tta' o u< ^ y 


f" f r* ^ r* o a o 
u>o^d\_>^^ydy 


OA coooccoc 
yd^yyyo^y^ 


1680 




y^L. L>^dd\^^d 


CIA ccrapp Accr 
yci^yy^v^ci^y 


OP P A PCiCf crCf A 

y ^ ^ y y y y 


CICICt" t" ACT t" ACT 

y y ^ ^ ^y ^ ^y 


C t" P C CT a P P C P 


1740 


ctct^o uy^— ctyd 


d^du^^^^y \- 


c coca cc cc c 
v^^y^d^^^^^ 


t* t~ OOO CCA oa 
L.yyy ^^dyd 


ooa t" r^c^csc^cci 
yyd L-wv^yv— '^y 


ooppt" t" pcit~cr 


1800 


gccgaggcgg 


y ^yyy^y 


ooi~ooccci~ o 

yy L-yy^*-^ Ly 


oac^at* aocc 
y d ^ u d L. dy ^ 


aoat" AOAOCt" 
dy d ciy dy ^ l- 


ccocoi" cct" c 


X O O 


a ^ f* 
y v^^dVi^^ L. 


L-L-yyyydL-yd 


ddd^^ L.ydu^ 


a ooot* c t~ ^ cc 
dyyy l.^ l> l-v^^ 


a ooa OOOOA a 
dy y dy y y y d d 


OOA C A t" C C A C 

yyd^divki^^dv^ 


1920 


dv^ ^ ^ dy d v_ v^y 


\^ d dy u y y d L- 


ot" t~ coocot" c 

y L- ^^yy^y 


^ w ^ y y dy y 


ccot" OOA ccc 
^i,>y i-yydv^^^ 


r*r*\' t" ococ 
uydL-y^y^ 


1980 


1^ o o rr n rr a 

yyyyy 


dyd^yy cydd 


c 1~ t" coo col" c 
L>^yy^y l.Vw 


c1~ ch a cooca 
^ ud^yy^d 


t~Ot"CCOCCCA 

L-y u-^^ywv^^a-d 


t" A crop t" P t~ P P 
L»dyy^ L^Vw'U-v.'Vrf 


2040 


^dyydy ^ u uy 


k«>V^dU>^V«>^^ L'd 


coa ooa acicct 
^y ^y y ^y y ^y 


ot'CicrPCt" t~ t" A 
y ^yy^^ ^ ^ i^d 


t" A CIA 000(^1" A 
ciy Ay ^y ^ ^ c*> 


pt~ t" PPA aaop 


2100 


L. L. ^ ^ L> d dy y 


v-y ^--yyy t-^- L.y 


oa t" a oa a a a o 
y d dy ddddy 


A P P C i~ CI CI A CI CI 

dxa-v^w ^yy yy 


A CI CI CT CIA acr A A 

ciy y y y "■y y 


OCOCICJClCf" fiC* 

y ^y y y y ^ ^ ^^-^ 


2160 


y cyyddd^^v— 


L-^L- ^^yyd dy 


A ACrCfCCfCt" A C 
ddyyv->y ^ L-d^ 


cf t" cf c c c a A c c 


t" C* A Accrcccci 


aotaaaaaac 
yy ^y y y 


2220 


y L. ^ y y ^y y 


^yy ^y ^y 


C A t* OCTC C t" t" C 
^du>yy^^ 


A A CAt"acccci 

dd^d i^y ^ ^ ^y 


^y y y ^ d 


POPPOPPOAP 
^y^wy^^yM^.^ 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 
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<z ± U > 


CIO 

bio 


<211> 


839 


<^LZ > 


f Ki 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


518 


Met Asn Ser Gly Met Leu Pro 


1 


5 



10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu - Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr gIu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Tirp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 
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Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His 
625 630. 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 519 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 519 

gacgacgtcc tggccaccct ggccaagaag gcg 33 

<210> 520 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 520 

cgccttcttg gccagggtgg ccaggacgtc gtc 33 

<210> 521 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 521 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


99tggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgctcaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 
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gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accyyy cage 


ayaccccc t-y 


1 090 
J. U ^ v 


gcggggctaa 


aggacctcaa 


ggaggcccgg 


ggcc cccccy 


^ ^ a a r~tf~t o z^" o +~ 

ccaayy a.cc w 


cy ccy uc t uy 


X w O \J 


gcctcgaggg 


aggggctaga 


ccccgcgccc 


gyy y rtcgacc 


/-t r-< "3 4- f- /— < /— t -f- 

cco-tycuccL. 


/— t/-Y/-< r"" f~ a rr^f* 
cyCL.L.dOv^L.L' 


1140 

X J. *x U 


ctggaccct t 


cgaacaccac 


ccccgagggg 


9t^99cgcggc 


gccacggggg 


ygagcgyacy 


19 00 


gaggacgccg 


cccaccgggc 


ccccccc Lcg 


yayayy c tec 


a t c y y a. L. c u 


t. Udcty L.y ^- 


1 9*^0 
X ^ o u 


ctcgaggggg 


aggagaagct 


cctt tggctc 


caccacgagg 


cggaaaagcc 


cc uc ccccyy 


1 790 
X ^ z u 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


uggcccacc u 


ucayyccc c u 


1 7 ft 0 
X J o U 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggucucccg 


c u cggcgggc 


1 A A O 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


4* y^ y^ 4* y^ 4* ^ 4* 

cgctcc ccga 


yi*t *-* y^ y-*1 4— ^ /^y*^ 

cgagc u c agg 


X D U U 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgc t 


ccaccagcgc 


cgcggcgccg 


X O D U 


gaggccctac 


gggaggc c c a 


ccccatcgtg 


gagaagaccc 


t ccagcaccg 


yyayc ccdcc 


1 ^;90 

X O u 


aagctcaaga 


acacctacgt 


ggaccccccc 


ccaaycc tcy 


/~i /-I -a i~*e~^ o (~r 

t-ccacccy^y 


y d y y y c c y V- 


1 fiftO 
X o o u 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcuuagcag 


r** /-» /-I /-» 

ccccyacccc 


1 A 0 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


gg«-tccgccg 


ggccuucgcg 


1 ftOO 

± o u u 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


y^ ^^r^ 4" y^ y— 1 4" y^ 

ccgcgucctc 


1 Q c n 
X Ob u 


gcccacctct 


ccggggacga 


aaacctgatc 


aggguccucc 


aggaggggaa 


yyacacccac 


1 Q9 0 
X u 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


/•"^ y^ y^ 4— y>if yMif --7* y— < y^ « 

ccgcggaccc 


cc cya cycyc 


1 QP n 
X ^ o u 


cgggcggcca 


agacggtgaa 


ccccggcgcc 


c uc uacyyca 


cytccyoccci 


L.cty y u o u t_ ^ 


9 040 


caggagcttg 


ccat cccct a 


cgaggaggcg 


g uggc c u t. L. a 


cagagcycua 


C I, C. C C a. d. a. y C 


91 00 
Z X u u 


ttccccaagg 


tgcgggcctg 


gat agaaaag 


accccggagg 


aggggaygaa 


ycyyyycL.dc 


9 1 fiO 
z xo u 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggcgaagagc 


9 99 O 

z z z u 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacacgcccg 


t ccaggy cac 


cyccyccydc 


9 9 RO 

Z 4& O U 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 522 
<211> 839 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 522 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 
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Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 
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Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 





835 


<210> 


523 


<211> 


33 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Synthetic 


<400> 


523 



ggggagaaga cggcgctcaa gcttctggag gag 
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<210> 524 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 524 

ctcctccaga agcttgagcg ccgtcttctc ccc 33 

<210> 525 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 525 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


C99cgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggaggggctt 


aaggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 
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gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggccuccccg 


ccaaggacct. 


cgccgccu eg 


1 n p n 
X u o u 


gcctcgaggg 


aggggctaga 


cct cgtgccc 


ggggacgac c 


ccatgctcct 


cgcccacc tc 


1 1 A o 
J. JL4t u 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


T o n A 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 




ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


T "5 O A 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


c 1 1 ggcgggc 


T /I y1 A 
±44 U 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


T C A A 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


162 0 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1 ^ O A 

1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1 T /I A 

1 /40 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


T Q A A 

1 oU U 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


T Q ^ A 

loo U 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


T Q O A 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


T Q O A 

lyyo 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2 04 0 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 




gcggggctac 




gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


O O O A 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


O O O A 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 526 

<211> 839 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 526 



Met Asn Ser 
1 

Leu Val Asp 



Gly Leu Thr 
35 

Ala Lys Ser 
50 

Val Val Phe 
65 

Gly Tyr Lys 

Leu Ala Leu 

Glu Val Pro 
115 

Lys Ala Glu 
130 

Asp Leu Tyr 
145 

Gly Tyr Leu 

Pro Asp Gin 

Asn Leu Pro 
195 

Leu Glu Glu 
210 

Leu Lys Pro 
225 

Lys Leu Ser 
Val Asp Phe 



Gly Met 
5 

Gly His 
20 



Leu Pro Leu Phe 



His Leu 



Thr Ser Arg Gly 



Leu Leu 



Asp Ala 



Ala Gly 
85 

lie Lys 
100 



Lys Ala 
55 

Glu Ala 
70 



Ala Tyr 
25 

Glu Pro 
40 

Leu Lys 



Glu Pro Lys 
10 

Arg Thr Phe 
Val Gin Ala 



Pro Ser 



Arg Ala Pro Thr 
Glu Leu 



Glu Asp Gly 
60 

Phe Arg His 
75 

Pro Glu Asp 
90 



Val Asp Leu Leu Gly 
105 



Gly Tyr Glu Ala 
Lys Glu 
Gin Leu 



Gly Tyr 
135 



Asp Asp 
120 

Glu Val 



Leu Ser 
150 



Phe Leu Glu 
275 

Leu Glu Ser 
290 

Gly Ala Phe 
305 



He Thr 
165 

Trp Ala 
180 

Gly Val 

Trp Gly 

Ala lie 

Trp Asp 
245 

Ala Lys 
260 

Arg Leu 
Pro Lys 
Val Gly 



Asp Arg 
Pro Ala Trp Leu 



Asp Tyr 

Lys Gly 

Ser Leu 
215 

Arg Glu 
230 

Leu Ala 
Arg Arg 
Glu Phe 



Arg Ala 
185 

He Gly 
200 

Glu Ala 



Lys He 
Lys Val 



Ala Leu 
295 

Phe Val 
310 



Glu Pro 
265 

Gly Ser 
280 

Glu Glu 



Leu Ser 



Val Leu Ala 



Arg He Leu 
140 

He His Val 
155 

Trp Glu Lys 
170 

Leu Thr Gly 



Glu Lys Thr 



Leu Leu Lys 
220 

Leu Ala His 
235 

Arg Thr Asp 
250 

Asp Arg Glu 



Gly Arg Val Leu 
15 

His Ala Leu Lys 
30 

Val Tyr Gly Phe 
45 

Asp Ala Val He 



Glu Ala Tyr Gly 
80 

Phe Pro Arg Gin 
95 

Phe Thr Arg Leu 
110 

Ser Leu Ala Lys 
125 

Thr Ala Asp Lys 



Leu His Pro Glu 
160 

Tyr Gly Leu Arg 
175 

Asp Glu Ser Asp 
190 

Ala Arg Lys Leu 
205 

Asn Leu Asp Arg 



Leu Leu His 



Ala Pro Trp 
300 

Arg Lys Glu 
315 



Met Asp Asp Leu 
240 

Leu Pro Leu Glu 
255 

Gly Leu Lys Ala 
270 

Glu Phe Gly Leu 
285 

Pro Pro Pro Glu 



Pro Met Trp Ala 
320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 527 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 527 

gagcccgacc gggaggggct taaggccttt ctggagagg 

<210> 528 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 528 

cctctccaga aaggccttaa gcccctcccg gtcgggctc 39 

<210> 529 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 529 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


qqtqqacqqc 

33 *-33'-*'-33^ 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccqqqqqqaq 


120 


ccqatqcacrcr 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


Qqaqqacqqq 

33*^3 3*^^333 


180 


Qacqcqqtqa 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


qqcctacQQQ 

33^^^»-*-333 


240 


qqqtacaaqq 


cqqqccqqqc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


qacqtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


qcctqaqqcc 

-3^^^-3*^3-3^ 


cqaccaqtqq 

^3'^^^'^3*'33 


540 


gccgactacc 


qqqccctqac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


gggqagaaqa 


cqqcgagqaa 


gcttctggag gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggga ggggagaagc 


cccgggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 
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tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 




^ /~* +" o 3 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


^ 4" /-^ 

ctt-CCCyccc 


ugaay aagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


y ay y CCC Ua.C 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


99agctcacc 


1620 




acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


c t ccacaccc 


get tcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


ycccaccccc 


ccggggacga 


aaacctgatc 


agggtcttcc 


^99^9999^3 


ggacatccac 


1920 


^ "Tl ^ /— <# 

aCCCa.ga.CCy 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 




agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagct tg 


ccatccccta 


C9aggaggcg gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 530 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 530 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 
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Ala Lys 
50 

Val Val 
65 

Gly Tyr 

Leu Ala 

Glu Val 

Lys Ala 
130 

Asp Leu 
145 

Gly Tyr 

Pro Asp 

Asn Leu 

Leu Glu 
210 

Leu Lys 
225 

Lys Leu 

Val Asp 

Phe Leu 

Leu Gly 
290 

Gly Ala 
305 

Asp Leu 
Ala Asp 
Leu Ala 



Val Pro 
370 



Ser Leu Leu Lys 



Phe Asp 

Lys Ala 

Leu lie 
100 

Pro Gly 
115 

Glu Lys 

Tyr Gin 

Leu lie 

Gin Trp 
180 

Pro Gly 
195 

Glu Trp 

Pro Ala 

Ser Trp 

Phe Ala 
260 

Glu Arg 
275 

Gly Glu 
Phe Val 
Leu Ala 



Ala Glu 
70 

Gly Arg 
85 

Lys Glu 

Tyr Glu 

Glu Gly 

Leu Leu 
150 

Thr Pro 
165 

Ala Asp 

Val Lys 

Gly Ser 

lie Arg 
230 

Asp Leu 
245 

Lys Arg 
Leu Glu 
Lys Pro 



Gly Phe 
310 

Leu Ala 
325 



Ala Leu Lys Glu 
55 

Ala Pro Ser Phe 



Ala Pro 

Leu Val 

Ala Asp 
120 

Tyr Glu 
135 

Ser Asp 

Ala Trp 

Tyr Arg 

Gly He 
200 

Leu Glu 
215 

Glu Lys 
Ala Lys 
Arg Glu 



Phe Gly 
280 

Arg Glu 
295 



Thr Pro 
90 

Asp Leu 
105 

Asp Val 

Val Arg 

Arg He 

Leu Trp 
170 

Ala Leu 
185 

Gly Glu 

Ala Leu 

He Leu 

Val Arg 
250 

Pro Asp 
265 

Ser Leu 
Glu Ala 



Pro Leu 
340 



Ala Gly 
Leu Ala 
Gly Asp Asp Pro 



Val Leu Ser Arg 
Ala Ala 
Leu Lys 



Arg Gly 
330 



Lys Asp 
355 



Val Leu 
360 

Met Leu 
375 



Asp Leu 
345 

Ala Ser 
Leu Ala 



Asp Gly Asp 
60 

Arg His Glu 
75 

Glu Asp Phe 

Leu Gly Phe 

Leu Ala Ser 
125 

He Leu Thr 
140 

His Val Leu 
155 

Glu Lys Tyr 

Thr Gly Asp 

Lys Thr Ala 
205 

Leu Lys Asn 
220 

Ala His Met 
235 

Thr Asp Leu 

Arg Glu Arg 

Leu His Glu 
285 

Pro Trp Pro 
300 

Lys Glu Pro 
315 

Gly Arg Val 
Lys Glu Val 



Arg Glu Gly 
365 

Tyr Leu Leu 
380 



Ala Val He 

Ala Tyr Gly 
80 

Pro Arg Gin 
95 

Thr Arg Leu 
110 

Leu Ala Lys 

Ala Asp Lys 

His Pro Glu 
160 

Gly Leu Arg 
175 

Glu Ser Asp 
190 

Arg Lys Leu 

Leu Asp Arg 

Asp Asp Leu 
240 

Pro Leu Glu 
255 

Leu Arg Ala 
270 

Phe Gly Leu 

Pro Pro Glu 

Met Trp Ala 
320 

His Arg Ala 
335 

Arg Gly Leu 
350 

Leu Asp Leu 
Asp Pro Ser 
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Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 
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Val Glu Thr Leu Phe Gly Arg 
725 



Arg Arg Tyr Val Pro Asp Leu Asn Ala 
730 735 



Arg Val Lys Ser Val Arg Glu 
740 



Ala Ala Glu Arg Met Ala Phe Asn Met 
745 750 



Pro Val Gin Gly Thr Ala Ala 
755 



Asp Leu Met Lys Leu Ala Met Val Lys 
760 765 



Leu Phe Pro Arg Leu Arg Glu 
770 775 



Met Gly Ala Arg Met Leu Leu Gin Val 
780 



Ala Asn Glu Leu Leu Leu Glu 
785 790 



Ala Pro Gin Ala Arg Ala Glu Glu Val 
795 800 



Ala Ala Leu Ala Lys Glu Ala 
805 



Met Glu Lys Ala Tyr Pro Leu Ala Val 
810 815 



Pro Leu Glu Val Glu Val Gly 
820 



Met Gly Glu Asp Trp Leu Ser Ala Lys 
825 830 



Gly His His His His His His 
835 

<210> 531 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 531 

cacgagttcg gccttctggg aggggagaag ccccgggagg aggccccctg gccc 54 

<210> 532 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 532 

gggccagggg gcctcctccc ggggcttctc ccctcccaga aggccgaact cgtg 54 

<210> 533 

<211> 2517 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 533 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 

caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 

ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 

gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 

gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 

aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 

gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 

accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 

gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 

gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 

9999^9^^9^ cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 

aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 

aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 

aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 

agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 

cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 

gatcttctgg ccctggccgc ctgcaggggc ggccgcgtgc accgggcagc agaccccttg 1020 

9cggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 

gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 

gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 

ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 

gtcctggccc atatggaggc caccggggta cggcgggacg tggcctacct tcaggccctt 1380 

tccctggagc ttgcggagga gatccgccgc ctcgaggagg aggtcttccg cttggcgggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tgctctttga cgagcttagg 1500 

cttcccgcct tgaagaagac gaagaagaca ggcaagcgct ccaccagcgc cgcggtgctg 1560 

gaggccctac gggaggccca ccccatcgtg gagaagatcc tccagcaccg ggagctcacc 162 0 

aagctcaaga acacctacgt ggaccccctc ccaagcctcg tccacccgag gacgggccgc 1680 
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ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


T Q O A 
1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


22 80 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 


<210> 534 














<211> 839 














<212> PRT 














<213> Artificial Sequence 










<220> 














<223> Synthetic 












<400> 534 














Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro 
15 10 


Lys Gly Arg Val Leu 
15 





Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 
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Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 
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Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 
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Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 535 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 535 

ctggccctgg ccgcctgcag gggcggccgc gtg 33 
<210> 536 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 536 

cacgcggccg cccctgcagg cggccagggc cag 33 
<210> 537 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 537 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 
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gggtacaagg 




ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


"inn 


aaggagctgg 


tggacct cct 


ggggt tcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


^ r\ 
^ b U 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 




accgccgaca 


aagacctt ta 


ccagctcct t 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


g99ccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


get tctgaag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 




cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


T T 


aagctctcct 


999acct9gc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


99ccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


99^99tccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


99a9t99ac9 


12 00 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


c^99cgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


c t cgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


99tggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 



- 684 - 



ttccccaagg 


cgcgggcccg 


gauagaaaag 


occc uyyagy 




ycyyyy ^ L.ci^ 


9 1 fin 

^ X o u 


gtggaaaccc 


tct tcggaag 


aaggcgccac 


gugcccgacc 


ucaacy cccy 


yy uyaayayc 




gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


cccaggycac 


cy ccy ccyac 


9 9 ft n 
z z o u 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 538 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 538 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 
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Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 



Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 
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Arg 
He 



Thr 
545 

Leu 



Ser 



Ser Thr Ser Ala 
515 

Val Glu Lys He 
530 

Tyr Val Asp Pro 



His Thr Arg Phe 
565 

Ser Asp Pro Asn 
580 



Ala Val Leu Glu Ala Leu Arg Glu 
520 525 

Leu Gin His Arg Glu Leu Thr Lys 
535 540 

Leu Pro Ser Leu Val His Pro Arg 
550 555 

Asn Gin Thr Ala Thr Ala Thr Gly 
570 

Leu Gin Asn He Pro Val Arg Thr 
585 



Ala His Pro 



Leu Lys Asn 



Thr Gly Arg 
560 

Arg Leu Ser 
575 

Pro Leu Gly 
590 



Gin 
Ala 



Gly 
625 

Thr 



Arg lie Arg Arg 
595 

Leu Asp Tyr Ser 
610 

Asp Glu Asn Leu 



Pro 

Gly 

Glu 

Arg 
705 

Val 
Arg 
Pro 
Leu 



Gin Thr Ala Ser 
645 

Leu Met Arg Arg 
660 

Met Ser Ala His 
675 

Ala Val Ala Phe 
690 

Ala Trp He Glu 



Ala 
785 

Ala 



Pro 



Glu Thr Leu Phe 
725 

Val Lys Ser Val 
740 

Val Gin Gly Thr 
755 

Phe Pro Arg Leu 
770 

Asn Glu Leu Leu 



Ala Leu Ala Lys 
805 

Leu Glu Val Glu 
820 



Ala Phe Val Ala Glu Ala Gly Trp 
600 605 

Gin He Glu Leu Arg Val Leu Ala 
615 620 

He Arg Val Phe Gin Glu Gly Lys 
630 635 

Trp Met Phe Gly Val Pro Pro Glu 
650 

Ala Ala Lys Thr Val Asn Phe Gly 
665 

Arg Leu Ser Gin Glu Leu Ala He 

680 685 

He Glu Arg Tyr Phe Gin Ser Phe 
695 700 

Lys Thr Leu Glu Glu Gly Arg Lys 
710 715 

Gly Arg Arg Arg Tyr Val Pro Asp 
730 

Arg Glu Ala Ala Glu Arg Met Ala 
745 

Ala Ala Asp Leu Met Lys Leu Ala 
760 765 

Arg Glu Met Gly Ala Arg Met Leu 
775 780 

Leu Glu Ala Pro Gin Ala Arg Ala 
790 795 

Glu Ala Met Glu Lys Ala Tyr Pro 
810 

Val Gly Met Gly Glu Asp Trp Leu 
825 



Ala Leu Val 

His Leu Ser 

Asp He His 
640 

Ala Val Asp 
655 

Val Leu Tyr 
670 

Pro Tyr Glu 

Pro Lys Val 

Arg Gly Tyr 
720 

Leu Asn Ala 
735 

Phe Asn Met 
750 

Met Val Lys 
Leu Gin Val 



Glu Glu Val 
800 

Leu Ala Val 
815 

Ser Ala Lys 
830 



Gly His His His His His His 
835 
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<210> 539 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 539 

ggggagaaga cggcgaggaa gcttctgaag gagtggggga gc 42 

<210> 540 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 540 

gctcccccac tccttcagaa gcttcctcgc cgtcttctcc cc 42 

<210> 541 

<211> 2520 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 541 



atgaattcgg 


aggcgatgct 


gcccctcttt 


gagcccaagg 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttt 


gccctgaagg 


gcctcaccac 


cagccggggg 


120 


gagccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


cagagaggac 


180 


ggggacgcgg 


tgatcgtggt 


ctttgacgcc 


gaggccccct 


ccttccgcca 


cgaggcctac 


240 


99g999taca 


aggcgggccg 


ggcccccacg 


ccggaggact 


ttccccggca 


actcgccctc 


300 


atcaaggagc 


tggtggacct 


cctggggttc 


acgcgcctcg 


aggtcccggg 


ctacgaggcg 


360 


gacgacgtcc 


tggccaccct 


ggccaagaag 


gcggaaaagg 


agggctacga 


ggtccgcatc 


420 


ctcaccgccg 


acaaagacct 


ttaccagctc 


ctttccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggcctggctt 


tgggaaaagt 


acggcctgag 


gcccgaccag 


540 


tgggccgact 


accgggccct 


gaccggggac gagtccgaca 


accttcccgg 


ggtcaagggc 


600 
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A cr a a CI p cr c t" 


p a aac t" t* p t" a 

w Lr4 V-- V* ^ Z3 


aaaaacrtaaa 

yciyydy uyyy 


rirjs^ctn c t acra 

Z3 z3 Z3 zD z3 


aaccct cct c 


660 




dLr^yy^ L-ydd 


yv^^v^y\^VardL>^ 


u^y y y dy ciciy d 


uwU' u-yyv^eu-d 


t" craapcja t" 


720 




f- nrtrt ^ f^e^f" 
uyyyd^v^ l. 


yy ccddyy L.y 


wyUfdu-uyd^Ur 


uyev.'U'Ur uyyd 


^ z3 ^ 13 ^ ^ 


780 




ggyaycccya 


ccgggagggg 


c L. uddy y c c u 


L. uc uyydydy 


ycccydy c cc 


fi4 n 

0 •* V 


/^/^ "1 4^ *^ 

yy Ca.y cc ucc 


LCCdcy ay c u 


cyycci,t.L.L.y 


yy dyy yy dy d 


dy ccccyyy d 


yydyy ccccc 




L.yy cccccy c 


cgyaagyygc 


(^4-4- f^fi 4- netctr* 

c u t-cy tyyyc 


■hi- *-rTt-rTr«1- -h t- 

L-ucycycctt. 


cccy cddyy d 


ycecdcycyy 


-7 D V/ 


—J ••— /-t t~ +~ 

yccydL-cc-L-c 


uyy cct^ uy y c 


c y L. y ciy y 


gycggccgcy 


*- y u. d w u- y y y 


a no a na rrrr' 
dy U'dy d^eee 


^ V ^ U 




L-dddyyd^^ l. 


^ddy y dy y 


u-yyyyu*e l-u-w 


uey^^u-ddyyd 


eVwL>eyeey 


1080 


t tyy cc ccy a. 


ggg^ggggc^ 


dydcc ccy cy 


cccyyyydcy 


dccccduycu 


/-^ 4- r^n 1" a 

cc ccy cc cdc 


1140 
X x*t u 


cucct.yya.cc 


C t-CCyddCdC 


cdcccccydy 


ggggtggcgc 


yy cy c udcyy 


ggggg^g»-gg 


1 9 nn 

X ^ u u 


dcyya.yydcy 


ccycccdccy 


yyccc ucc L-C 


t-cyydy dyy c 


4— /--• -3 4- /—I r~T(~f a a 

cccdccyydd 


CCCCC C Cddy 


X ^ 0 u 


cycc L-Cy a.yy 


yyydyydy dd 


y c L. c c 1. 1. c y y 


C CC CdCCdCy 


a rmt~ n(^a a a a 

dyy cyy dddd 


ycccC'Ccccc 


X J ^ u 


cy y y t. c c t. y y 


CCCdUduyyd 


y y L-Odccyy y 


yuacggcgyg 


dcyuyycccd 


c> c> c c e ^y y c c 


X J 0 V/ 


ccuu-ccL-uyy 


dy uycyyd 


y y dy due u-y u- 


c y u- L- u- y ciy y 


dy y dy y u u^ u u 


^^cy c c cy y cy 


1440 


yycCdCccc L. 


LCddCC UCdd 


c uccQ-yyy dc 


/-1 3 /-I t~ noa a a 
cdy c uy y ddd 


yyyuycL-ccc 


cy dcy dy c c c 


X ^ V/ v/ 


dyycc L-Cccy 


cc L. uy ddydd 


y dcy ddy ddy 


a ^ a r~Ti~T a a ^ 
dcdy y cddy c 


yc uccdccdy 


cy c cy cy y cy 


1 c;fin 

X ^ 0 


Cuyya.yyccc 


cacyyyayyc 


ccaccccauc 


y uyyayaay a 


t-cccccayca 


ccygy dye cc 


1 ^^ 9 n 

X 0 ^ u 


■3 o ^ f^f^ I" 

dCCddyC t.Ca 


dyddCdCC c-d 


cy uyydcccc 


C UCCCddy CC 


ccy uccdccc 


y dy y dcy y y c 


1 fifln 

X 0 0 w 


CyCC t-CCdCo. 


cccyc L. ccdd 


ccay dcyycc 


dcyy ccdcyy 


yy dyy c c udy 


c dy c cccy dc 


1 7A n 

X / ^ u 


(^CCcLdCC L.y c 


dy dd L« d L. ^ ^ 


t~ift\- {^e~%r^ ^ (~* (~* 
u-y L.U'^yU'dee 


\^\^\^ L- uyyyu^u* 


dy dy y d uu-(^y 


eeyyyeeu ue 


1800 


gtggccgagg 


cgggttgggc 


y t- uyyuyycc 


Ur uy y di^ u d ud 


y e ^ ^ ^y ^ 


y c cccy cy c c 


X 0 Q U 


L.i_ry ^ov_d(^^ 


L-*— uti^L-yyyyd 


U'yddddu-U'L.y 


d L. L« ^y y y ^ ^ ^ 


u u- u» dy y dy y y 


yddyydedwe 


1920 


CdCdCCCdyd 


ccycaayc t.y 


ya uy u ucyyc 


yuccccccyy 


dyyccy cyy d 


/-I /-I /~i 4- era t~ 

CCCCC cydcy 


1 QRn 


cgccgggcgg 


ccd.dydcyy u 


y ddc u ucyy c 


/-T 4- /~i 4- 4- a 
y ucu. u c udoy 


y cduy cccy c 


/-^ /-I a 4- a nn i~ 
c c d c dy y c c c 


904.0 


t-cccdyydy c 


L.L.yCCdUCCC 


c Cdcy dyydy 


ycyyuyyccu 


c cdCdydycy 


c cdcccccdd 


91 00 

^ X V/ u 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


^gg^gggg^g 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


^gcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 
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atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 2460 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 2520 
<210> 542 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 542 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 

Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys 
195 200 205 

Leu Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp 
210 215 220 
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Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 



Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 
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Arg Leu His Thr 



Ser Ser Ser Asp 
580 

Gly Gin Arg lie 
595 

Val Ala Leu Asp 
610 

Ser Gly Asp Glu 
625 

His Thr Gin Thr 



Asp Pro Leu Met 
660 

Tyr Gly Met Ser 
675 



Arg Phe 
565 



Asn Gin 
Pro Asn Leu Gin 



Arg Arg 

Tyr Ser 

Asn Leu 
630 

Ala Ser 
645 

Arg Arg 
Ala His 



Glu Glu Ala Val Ala Phe 
690 



Ala Phe 
600 

Gin He 
615 

He Arg 
Trp Met 
Ala Ala 



Arg Leu 
680 

He Glu 
695 



Val Arg Ala Trp 
705 

Tyr Val Glu Thr 



Ala Arg Val Lys 
740 

Met Pro Val Gin 
755 

Lys Leu Phe Pro 
770 

Val Ala Asn Glu 
785 

Val Ala Ala Leu 



Val Pro Leu Glu 
820 

Lys Gly His His 
835 

<210> 543 

<211> 2520 

<212> DNA 



He Glu 
710 



Lys Thr 
Gly Arg 
Ser Val Arg Glu 



Leu Phe 
725 



Gly Thr 

Arg Leu 

Leu Leu 
790 

Ala Lys 
805 

Val Glu 
His His 



Ala Ala 
760 

Arg Glu 
775 

Leu Glu 
Glu Ala 
Val Gly 



His His 
840 



Thr Ala 
570 

Asn He 
585 

Val Ala 

Glu Leu 

Val Phe 

Phe Gly 
650 

Lys Thr 
665 

Ser Gin 

Arg Tyr 

Leu Glu 

Arg Arg 
730 

Ala Ala 
745 

Asp Leu 
Met Gly 
Ala Pro 



Met Glu 
810 

Met Gly 
825 



Thr Ala 

Pro Val 

Glu Ala 

Arg Val 
620 

Gin Glu 
635 

Val Pro 

Val Asn 

Glu Leu 

Phe Gin 
700 

Glu Gly 
715 

Tyr Val 

Glu Arg 

Met Lys 

Ala Arg 
780 

Gin Ala 
795 

Lys Ala 
Glu Asp 



Thr Gly Arg Leu 
575 

Arg Thr Pro Leu 
590 

Gly Trp Ala Leu 
605 

Leu Ala His Leu 



Gly Lys Asp He 
640 

Pro Glu Ala Val 
655 

Phe Gly Val Leu 
670 

Ala He Pro Tyr 
685 

Ser Phe Pro Lys 



Arg Lys Arg Gly 
720 

Pro Asp Leu Asn 
735 

Met Ala Phe Asn 
750 

Leu Ala Met Val 
765 

Met Leu Leu Gin 



Arg Ala Glu Glu 
800 

Tyr Pro Leu Ala 
815 

Trp Leu Ser Ala 
830 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 543 



atgaattcgg 


aggcgatgct 


gcccctcttt 


gagcccaagg 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttt 


gccctgaagg 


gcctcaccac 


cagccggggg 


120 


gagccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


cagagaggac 


180 


ggggacgcgg 


tgatcgtggt 


ctttgacgcc 


gaggccccct 


ccttccgcca 


cgaggcctac 


240 


ggggggtaca 


^ggcgggccg 


ggcccccacg 


ccggaggact 


ttccccggca 


actcgccctc 


300 


atcaaggagc 


tggtggacct 


cctggggttc 


acgcgcctcg 


^ggtcccggg 


ctacgaggcg 


360 


gacgacgtcc 


tggccaccct 


ggccaagaag 


gcggaaaagg 


agggctacga 


ggtccgcatc 


420 


ctcaccgccg 


acaaagacct 


ttaccagctc 


ctttccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggcctggctt 


tgggaaaagt 


acggcctgag 


gcccgaccag 


540 


tgggccgact 


accgggccct 


gaccggggac 


gagtccgaca 


accttcccgg 


ggtcaagggc 


600 


atcggggaga 


agacggcgct 


caagcttctg 


aaggagtggg 


ggagcctgga 


agccctcctc 


660 


aagaacctgg 


accggctgaa 


gcccgccatc 


cgggagaaga 


tcctggccca 


catggacgat 


720 


ctgaagctct 


cctgggacct 


ggccaaggtg 


cgcaccgacc 


tgcccctgga 


ggtggacttc 


780 


gccaaaaggc 


gggagcccga 


ccgggagggg 


cttaaggcct 


ttctggagag 


gcttgagttt 


840 


ggcagcctcc 


tccacgagtt 


cggccttctg 


ggaggggaga 


agccccggga 


ggaggccccc 


900 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


tttgtgcttt 


cccgcaagga 


gcccatgtgg 


960 


gccgatcttc 


tggccctggc 


cgcctgcagg 


ggcggccgcg 


tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


tcgccaagga 


cctcgccgtc 


1080 


ttggcctcga 


gggaggggct 


agacctcgtg 


cccggggacg 


accccatgct 


cctcgcctac 


1140 


ctcctggacc 


cttcgaacac 


cacccccgag 


ggggtggcgc 


ggcgctacgg 


gggggagtgg 


1200 


acggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


aggtggaaaa 


gcccctctcc 


1320 


cgggtcctgg 


cccatatgga 


ggccaccggg 


gtacggcggg 


acgtggccta 


ccttcaggcc 


1380 


ctttccctgg 


agcttgcgga 


ggagatccgc 


cgcctcgagg 


aggaggtctt 


ccgcttggcg 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 


gggtgctctt 


tgacgagctt 


1500 


aggcttcccg 


ccttgaagaa 


gacgaagaag 


acaggcaagc 


gctccaccag 


cgccgcggtg 


1560 


ctggaggccc 


tacgggaggc 


ccaccccatc 


gtggagaaga 


tcctccagca 


ccgggagctc 


1620 


accaagctca 


agaacaccta 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


1680 
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cgcctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


99ag9Cttag 


tagctccgac 


± /4U 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttgggcc 


agaggatccg 


ccgggccttc 


T Q n n 


9tggccgagg 


cgggttgggc 


gttggtggcc 


ctggactata 


gccagataga 


gctccgcgtc 


1 Q ^ A 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


atcagggtct 


tccaggaggg 


gaaggacatc 


noon 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 




cgccgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2 04 0 


tcccaggagc 


ttgccatccc 


ctacgaggag 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


^99tgcgggc 


ctggatagaa 


aagaccctgg 




gaagcggggc 


^ J.O U 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 




agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


O O O A 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca 


ccaccaccac 


2520 



<210> 544 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 544 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 
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Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 

Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys 
195 200 205 

Leu Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 
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His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 



Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 
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Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 
835 840 

<210> 545 

<211> 50 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 545 

ggggagaaga cggcgctcag gcttctgaag gagtggggga gcctggaagc 50 

<210> 546 

<211> 50 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 546 

gcttccaggc tcccccactc cttcagaagc ttgagcgccg tcttctcccc 50 

<210> 547 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 547 

ctggtcggga cggacgccaa tgagggtgtg aag 33 
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<210> 548 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 548 

gtccgtcccg accagaat 18 

<210> 549 

<211> 1008 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 549 



atgggtgcgg 


atattggtga 


cctctttgag 


agggaagagg 


tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


300 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggacgccaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttc 




1008 
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<210> 


550 


<211> 


336 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


550 


Met Gly Ala Asp lie Gly Asp 


1 


5 



10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala He Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu He 
195 200 205 

He He Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu He Asp He Ala He Leu Val Gly Thr Asp Ala Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr He Lys Thr Tyr Gly 
245 250 255 
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Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

<210> 551 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 551 

ctggtcggga cggacaggaa tgagggtgtg aag 33 
<210> 552 
<211> 1008 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 552 

atgggtgcgg atattggtga cctctttgag agggaagagg tcgagcttga gtacttctca 60 
ggaaagaaaa ttgccgttga tgctttcaac acgctatacc agttcatctc gataataagg 120 
cagcctgacg gtacgccgtt aaaggactca cagggcagaa tcacctctca cctttccgga 180 
atcctataca gagtctccaa catggtcgag gtgggaatca ggccggtgtt tgtattcgac 240 
ggagagccac cggagttcaa gaaggctgaa attgaggaga ggaaaaagag aagggctgag 300 
gcagaggaga tgtggattgc ggctttgcag gcaggagata aggacgcgaa aaagtatgct 360 
caggctgcag ggagggttga cgagtacatt gttgactccg caaagacgct tttaagttac 420 
atggggattc cctttgtcga tgccccgtct gaaggagagg cgcaggctgc ttacatggca 480 
gcaaaaggcg atgtggagta cacaggaagc caggattacg attctctgct cttcggaagc 540 
ccgagactcg ccagaaatct cgcaataacg ggaaaaagga agcttcccgg caaaaatgtc 600 

- 700 - 



tatgtggatg 


taaagccgga 


gacaacaacc 


c cggaaagca 


acctcaaaag gctgggtttg 


0 D u 




age teat cga 


cacagcgac c 


c cyy t-Cyyya 


cggacaggaa 


tgagggtgtg 


'7 9 n 


aagggtgt eg 


gcgccaagaa 


ggcc u cy aac 


O t~ 3 /-^ 

uaca uca^y a. 


cc uacggaga 


cac cc ccagg 


/ o u 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttc 




1008 



<210> 553 
<211> 336 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 553 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly lie Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu lie Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp lie Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr lie Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly lie Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 
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Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Arg Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

<210> 554 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 554 

gaaccacctc tcaagcgtgg 20 
<210> 555 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 555 

acgcttgaga ggtggttcct ggaggaggcc ccctgg 36 
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<210> 556 

<211> 1011 

<212> DNA 

<213> Archaeoglobus fulgidus 

<400> 556 





cLuo. L- cgy uy a. 


v_v— uv-u cuy ay 




L.^yayv.^1- L-ya 


af ar't' 1" ct ca 

d. w ^ u> ^ ^ a. 


60 


ggd,aaga.aa.3. 


tcgccgu cga 


CgC C C UCaaC 


o 1^ o i~ a +* a ^ 

aCgCt-ataCC 


dy 1- L.t_-dL.(— t-t-. 


oa t* a a t" a a nfi 
ya L.aaL.aayy 


120 


Ca.yCCCya.Cy 


guacyccyt-L. 


a a a rin a /*^ t~ a 
dadyy aC UCci 


/—I a rii~i<~f a rra a 
a y y y ct y a a 


L. a ^ L-w L-^a 


not" t" t" rT'craa 


180 


at.CCt.a.t.aCa. 


gagcccccao. 


Cacyy ucyay 


y L.y y y da l. L^a 


yyccyy uy u c 


t"cii" a t~ i~ naar* 
wy I— c*. L.^ ^^vja^ 


240 


t~^/-^ o /~f /~t :3 

ygciya.gcca.c 


cgy ay U UCaa 


y aay y ^ uy da 


a c c y cty y ay a. 


yy aaaaa^av^ 


aaacrac taacT 


300 


gCa.ya.yga.ga. 


tguggac uy c 


4- 4- f- f~* a (~r 
yycL. L.L.yc ay 


y ^ dy y dy d u a 


dy y a^y ^y cia 


a a aryt- a t"CrPt" 


360 


Ca.ggct.gc ay 


ggaggg u uy a. 


a 4- a a ^~ t~ 
(_y ay UaCa L. L. 


y u cy d\rf L.w^y 


Lrdddya^yv^ u 


1"t't"aaat"t"ap 


420 


atgggga c t. c 


cct.L.L.gt.cgci 


c-gccccgucu 


f~r a a t~in a (~t a nrr 
y ddy y dy dy y 


k^y i^ay y ^ L-y ^ 




480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttctg 


a 


1011 



<210> 557 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 557 
taatctgtat caggctg 



- 703 - 



<210> 558 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 558 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


^9ctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


^g9^999gta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


9999^a9cct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 
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gagcttaggc ttcccgcctt gaagaagacg aagaagacag gcaagcgctc caccagcgcc 1560 

gcggtgctgg aggccctacg ggaggcccac cccatcgtgg agaagatcct ccagcaccgg 1620 

gagctcacca agctcaagaa cacctacgtg gaccccctcc caagcctcgt ccacccgagg 1680 

acgggccgcc tccacacccg cttcaaccag acggccacgg ccacggggag gcttagtagc 1740 

tccgacccca acctgcagaa catccccgtc cgcaccccct tgggccagag gatccgccgg 1800 

gccttcgtgg ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 1860 

cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 

gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 

ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 

aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 

ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 

cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 

gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 

gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 

gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 

gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 

ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 

caccac 2526 
<210> 559 
<211> 2643 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 559 

atgggtgcgg atattggtga cctctttgag agggaagagg tcgagcttga gtacttctca 60 

ggaaagaaaa ttgccgttga tgctttcaac acgctatacc agttcatctc gataataagg 120 

cagcctgacg gtacgccgtt aaaggactca cagggcagaa tcacctctca cctttccgga 180 

atcctataca gagtctccaa catggtcgag gtgggaatca ggccggtgtt tgtattcgac 240 

ggagagccac cggagttcaa gaaggctgaa attgaggaga ggaaaaagag aagggctgag 300 

gcagaggaga tgtggattgc ggctttgcag gcaggagata aggacgcgaa aaagtatgct 360 

c^ggctgcag ggagggttga cgagtacatt gttgactccg caaagacgct tttaagttac 420 
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atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


t tacatggca 


4 o U 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 




ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 




tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


^ c f\ 

660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


^ O A 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


•-T O A 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttcct 


ggaggaggcc 


1020 


ccctggcccc 


cgccggaagg 


ggccttcgtg 


ggcttcgtcc 


tctcccgccc 


cgagcccatg 


1080 


tgggcggagc 


ttaaagccct 


ggccgcctgc 


S9999cggcc 


gcgtgcaccg 


ggcagcagac 


1140 


cccttggcgg 


ggctaaagga 


cctcaaggag 


gtccggggcc 


tcctcgccaa 


ggacctcgcc 


12 00 


gtcttggcct 


cgagggaggg 


gctagacctc 


gtgcccgggg 


acgaccccat 


gctcctcgcc 


1260 


tacctcctgg 


acccttcgaa 


caccaccccc 


gagggggtgg 


cgcggcgcta 


cgggggggag 


1320 


tggacggagg 


acgccgccca 


ccgggccctc 


ctctcggaga 


ggctccatcg 


gaacctcctt 


1380 


aagcgcctcg 


agggggagga 


gaagctcctt 


tggctctacc 


acgaggtgga 


aaagcccctc 


1440 


tcccgggtcc 


tggcccatat 


ggaggccacc 


ggggtacggc 


gggacgtggc 


ctaccttcag 


1500 


gccctttccc 


tggagcttgc 


ggaggagatc 


cgccgcctcg 


aggaggaggt 


cttccgcttg 


1560 


gcgggccacc 


ccttcaacct 


caactcccgg 


gaccagctgg 


aaagggtgct 


ctttgacgag 


1620 


cttaggcttc 


ccgccttgaa 


gaagacgaag 


aagacaggca 


agcgctccac 


cagcgccgcg 


1680 


gtgctggagg 


ccctacggga 


ggcccacccc 


atcgtggaga 


agatcctcca 


gcaccgggag 


1740 


ctcaccaagc 


tcaagaacac 


ctacgtggac 


cccctcccaa 


gcctcgtcca 


cccgaggacg 


1800 


ggccgcctcc 


acacccgctt 


caaccagacg 


gccacggcca 


cggggaggct 


tagtagctcc 




gaccccaacc 


tgcagaacat 


ccccgtccgc 


acccccttgg 


gccagaggat 


ccgccgggcc 


lyz u 


ttcgtggccg 


aggcgggttg 


ggcgttggtg 


gccctggact 


atagccagat 


agagctccgc 




gtcctcgccc 


acctctccgg 


ggacgaaaac 


ctgatcaggg 


tcttccagga 




2U4U 


atccacaccc 


agaccgcaag 


ctggatgttc 


ggcgtccccc 


cggaggccgt 


ggaccccctg 


2100 


atgcgccggg 


cggccaagac 


ggtgaacttc 


ggcgtcctct 


acggcatgtc 


cgcccatagg 


2160 


ctctcccagg 


agcttgccat 


cccctacgag 


gaggcggtgg 


cctttataga 


gcgctacttc 


2220 


caaagcttcc 


ccaaggtgcg 


ggcctggata 


gaaaagaccc 


tggaggaggg 


gaggaagcgg 


2280 
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ggctacgtgg aaaccctctt cggaagaagg cgctacgtgc ccgacctcaa cgcccgggtg 234 0 
aagagcgtca gggaggccgc ggagcgcatg gccttcaaca tgcccgtcca gggcaccgcc 2400 
gccgacctca tgaagctcgc catggtgaag ctcttccccc gcctccggga gatgggggcc 2460 
cgcatgctcc tccaggtcgc caacgagctc ctcctggagg ccccccaagc gcgggccgag 2520 
gaggtggcgg ctttggccaa ggaggccatg gagaaggcct atcccctcgc cgtgcccctg 2580 
gaggtggagg tggggatggg ggaggactgg ctttccgcca agggt caeca ccaccaccac 264 0 
cac 2643 
<210> 560 
<211> 881 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 560 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr lie Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 
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Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 350 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
370 375 380 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
385 390 395 400 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
420 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg 
435 440 445 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
450 455 460 

Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
465 470 475 480 

Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
485 490 495 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
500 505 510 
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Leu Glu Glu Glu Val Phe Arg 
515 

Ser Arg Asp Gin Leu Glu Arg 

530 535 

Ala Leu Lys Lys Thr Lys Lys 
545 550 

Val Leu Glu Ala Leu Arg Glu 
565 

Gin His Arg Glu Leu Thr Lys 
580 

Pro Ser Leu Val His Pro Arg 
595 

Gin Thr Ala Thr Ala Thr Gly 
610 615 

Gin Asn lie Pro Val Arg Thr 
625 630 

Phe Val Ala Glu Ala Gly Trp 
645 

lie Glu Leu Arg Val Leu Ala 
660 

Arg Val Phe Gin Glu Gly Lys 
675 

Met Phe Gly Val Pro Pro Glu 
690 695 

Ala Lys Thr Val Asn Phe Gly 
705 710 

Leu Ser Gin Glu Leu Ala lie 
725 

Glu Arg Tyr Phe Gin Ser Phe 
740 

Thr Leu Glu Glu Gly Arg Lys 
755 

Arg Arg Arg Tyr Val Pro Asp 
770 775 

Glu Ala Ala Glu Arg Met Ala 
785 790 

Ala Asp Leu Met Lys Leu Ala 
805 

Glu Met Gly Ala Arg Met Leu 
820 

Glu Ala Pro Gin Ala Arg Ala 
835 



Leu Ala Gly His Pro Phe Asn Leu Asn 
520 525 

Val Leu Phe Asp Glu Leu Arg Leu Pro 
540 

Thr Gly Lys Arg Ser Thr Ser Ala Ala 
555 560 

Ala His Pro lie Val Glu Lys lie Leu 
570 575 

Leu Lys Asn Thr Tyr Val Asp Pro Leu 
585 590 

Thr Gly Arg Leu His Thr Arg Phe Asn 
600 605 

Arg Leu Ser Ser Ser Asp Pro Asn Leu 
620 

Pro Leu Gly Gin Arg lie Arg Arg Ala 
635 640 

Ala Leu Val Ala Leu Asp Tyr Ser Gin 
650 655 

His Leu Ser Gly Asp Glu Asn Leu lie 
665 670 

Asp lie His Thr Gin Thr Ala Ser Trp 
680 685 

Ala Val Asp Pro Leu Met Arg Arg Ala 
700 

Val Leu Tyr Gly Met Ser Ala His Arg 
715 720 

Pro Tyr Glu Glu Ala Val Ala Phe He 
730 735 

Pro Lys Val Arg Ala Trp He Glu Lys 
745 750 

Arg Gly Tyr Val Glu Thr Leu Phe Gly 
760 765 

Leu Asn Ala Arg Val Lys Ser Val Arg 
780 

Phe Asn Met Pro Val Gin Gly Thr Ala 
795 800 

Met Val Lys Leu Phe Pro Arg Leu Arg 
810 815 

Leu Gin Val Ala Asn Glu Leu Leu Leu 
825 830 

Glu Glu Val Ala Ala Leu Ala Lys Glu 
840 845 
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Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His 
865 870 875 880 

His 

<210> 561 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 561 

ggttgac.ttc agagctttga g 21 
<210> 562 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 562 

aaagctctga agtcaaccct ggaggaggcc ccctgg 36 
<210> 563 
<211> 2619 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 563 

atgggtgcgg atattggtga cctctttgag agggaagagg tcgagcttga gtacttctca 60 
ggaaagaaaa ttgccgttga tgctttcaac acgctatacc agttcatctc gataataagg 120 
cagcctgacg gtacgccgtt aaaggactca cagggcagaa tcacctctca cctttccgga 180 
atcctataca gagtctccaa catggtcgag gtgggaatca ggccggtgtt tgtattcgac 240 
ggagagccac cggagttcaa gaaggctgaa attgaggaga ggaaaaagag aagggctgag 3 00 
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gc agaggaga 


tQtQQattQC 


Qqctttqcao 


gcaggaga t a 


sgg^cgcgaa 


aaagtatgct 


360 


CaQQCtQCaq 


qqaqqattaa 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctt tgtcga 


tgccccgtct 


qaaqciaqaqq 


cgcaggctgc 


t tacatggca 


480 


QcaaaaQQca 


stgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagact eg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agct tcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataat t 


c tggaaagca 


acct caaaag 


crctaocrt t ta 
y^*-yyy*-*-»-y 


660 


acQaQQQaQc 


age teat cga 


catagcgatt 


ctggtcggga 


cggactacaa 


toaqaQtotQ 
'-y *-*yyy *-y '-y 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatat tgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


QaqttcaQQQ 


agcctgactt 


tgagaaggcc 


900 


atcgagt tec 


tgtgcgagga 


gcacgacttc 


agcagggaga 


aaa t caaaaa 
yyy »-'-yc».ycici 


oacc t tacraQ 
yy ^yy '^^-y 


960 


aagctcaaag 


ctctgaagtc 


aaccctggag 


gaggCCCCC t 


ggcccccgcc 


aaaaaciaacc 
yy «<-*yyyy 


1020 


ttcgtgggct 


t cgt cc t ct c 


ccgccccgag 


cccatatoacT 

\^ W 


cggagct taa 


agccctggcc 


1080 


gcctgcaggg 


gcggccgcgt 


gcaccgggca 


gcagacccct 


toacaaooc t 
^yy^yyyy^*- 


aaaggacc t c 


1140 


aaggaggtcc 


ggggcctcct 


cgccaaggac 


ctcgccgt ct 


taocctcoaa 


aaaoaaac t a 
yy^yyyy^ 


1200 


gacctcgtgc 


ccggggacga 


ccccatgctc 


ctcgcc tacc 


t cctggaccc 


t t cgaacacc 


1260 


acccccgagg 




crcac t accraa 


aacfcraataaa 


does 3.cicia.c CSC 

\^ ZD ZD ZD ZD Z3 


\mf ^-j \^ V-^ ^4 V-f \^ ^-j 


1320 


gccc t cct c t 


cggagaggc t 


ccat cggaac 


ct cc t t aaac 

\^ Sm^ ^m" Smf ti* V-*' 


acctccracraa 

ZD ZD ZD ZD ZD 


Zj ZD ZD ZD Z3 ^* ZD 


1380 


ctcct t tggc 


tctaccacga 


ggtggaaaag 


cccctctccc 


qcratcc taac 


ccatatggag 


1440 


gccaccgggg 


tacggcggga 


cgtggcctac 


cttcaggccc 


tttccctgga 


QCttQcqqaq 
y ^ '-y *^y y '-^y 


1500 


gagatccgcc 


gcctcgagga 


ggaggtcttc 


cgcttggcgg 


gccacccctt 


caacctcaac 


1560 


tcccgggacc 


agctggaaag 


ggtgctcttt 


gacgagctta 


ggcttcccgc 


c 1 1 gaagaag 


1620 


acgaagaaga 


caggcaagcg 


ctccaccagc 


gccgcggtgc 


tggaggccct 


acgggaggcc 


1680 


caccccatcg 


tggagaagat 


cctccagcac 


cgggagc tea 


ccaagctcaa 


gaacacctac 


1740 


gtggaccccc 


tcccaagcct 


cgtccacccg 


aggacgggcc 


gcctccacac 


ccgcttcaac 


1800 


cagacggcca 


cggccacggg 


gaggcttagt 


agctccgacc 


ccaacctgca 


gaacatcccc 


1860 


gtccgcaccc 


ccttgggcca 


gagga t ccgc 


cgggccttcg 


tggccgaggc 


aQQttQQQCQ 
yyy*--^yyy^y 


1920 


ttggtggccc 


tggactatag 


ccagatagag 


ctccgcgtcc 


tcgcccacct 


ctccggggac 


1980 


gaaaacctga 


tcagggtctt 


ccaggagggg 


aaggacatcc 


acacccagac 


cgcaagctgg 


2040 


atgttcggcg 


tccccccgga 


ggccgtggac 


cccctgatgc 


gccgggcggc 


caagacggtg 


2100 


aacttcggcg 


tcctctacgg 


catgtccgcc 


cataggctct 


cccaggagct 


tgccatcccc 


2160 
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tacgaggagg cggtggcctt tatagagcgc tacttccaaa gcttccccaa ggtgcgggcc 2220 
tggatagaaa agaccctgga ggaggggagg aagcggggct acgtggaaac cctcttcgga 2280 
agaaggcgct acgtgcccga cctcaacgcc cgggtgaaga gcgtcaggga ggccgcggag 2340 
cgcatggcct tcaacatgcc cgtccagggc accgccgccg acctcatgaa gctcgccatg 2400 
gtgaagctct tcccccgcct ccgggagatg ggggcccgca tgctcctcca ggtcgccaac 2460 
gagctcctcc tggaggcccc ccaagcgcgg gccgaggagg tggcggcttt ggccaaggag 2520 
gccatggaga aggcctatcc cctcgccgtg cccctggagg tggaggtggg gatgggggag 2580 
gactggcttt ccgccaaggg tcaccaccac caccaccac 2619 
<210> 564 
<211> 873 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 564 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly lie Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu lie Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp lie Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr lie Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly lie Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 
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Leu Phe 

Arg Lys 

He He 
210 

Leu He 
225 

Lys Gly 
Asp He 
Glu Glu 



Gly Ser 
180 

Leu Pro 
195 



Pro Arg 
Gly Lys 



Leu Glu Ser Asn 



Asp He 
Val Gly 



Phe Arg 
260 

He Arg 
275 



Ala He 
230 

Val Lys 
245 

Ala Leu 
Asn Phe 



Arg He 
290 

Cys Glu 
305 



Glu Phe Arg Glu 



Glu His 



Lys Leu Lys Ala 
Pro Glu 
Trp Ala 



Gly Ala 
340 



Asp Phe 
310 

Leu Lys 
325 

Phe Val 



Leu Ala Arg 
185 

Asn Val Tyr 
200 

Leu Lys Arg 
215 

Leu Val Gly 

Lys Ala Leu 

Lys Ala Leu 
265 

Phe Leu Asn 
280 

Pro Asp Phe 
295 

Ser Arg Glu 
Ser Thr Leu 



Asn Leu Ala 



Val Asp 
Leu Gly 



Thr Asp 
235 

Asn Tyr 
250 



Val 

Leu 
220 

Tyr 
He 



Lys Val Asn 



Pro Pro Val 



Glu Lys 



Arg Val 
315 

Glu Glu 
330 



Ala 
300 

Glu 
Ala 



He Thr Gly Lys 
190 

Lys Pro Glu He 
205 

Thr Arg Glu Gin 



Asn Glu Gly Val 
240 

Lys Thr Tyr Gly 
255 

He Asp His Val 
270 

Thr Asp Asp Tyr 
285 

He Glu Phe Leu 



Glu Leu 
355 



Lys Ala 



Arg Ala 
370 

Gly Leu 
385 



Ala Asp Pro Leu 
Leu Ala 



Asp Leu Val Pro 



Lys Asp 
390 

Gly Asp 
405 



Pro Ser 



Trp Thr 



Arg Asn 
450 



Asn Thr 
420 



Thr Pro 
Ala Ala 
Leu Leu Lys Arg 



Glu Asp 
435 



Tyr His 
465 



Glu Val 
Ala Thr Gly Val 



Glu Leu 



Ala Glu 
500 



Glu Lys 
470 

Arg Arg 
485 

Glu He 



Gly Phe Val 
345 

Leu Ala Ala 
360 

Ala Gly Leu 
375 

Leu Ala Val 



Asp Pro Met 



Glu Gly Val 
425 

His Arg Ala 
440 

Leu Glu Gly 
455 

Pro Leu Ser 



Asp Val Ala 



Arg Arg Leu 
505 



Leu Ser Arg 
Gly 



Cys Arg 
Lys Asp 



Leu Ala 
395 

Leu Leu 
410 



Leu 
380 

Ser 
Ala 



Ala Arg Arg 
Leu Leu Ser 



Glu Glu 



Lys 
460 



Arg Val 
475 

Tyr Leu 
490 



Leu 
Gin 
Glu Glu Glu 



Lys Ala Leu Glu 
320 

Pro Trp Pro Pro 
335 

Pro Glu Pro Met 
350 

Gly Arg Val His 
365 

Lys Glu Val Arg 



Arg Glu Gly Leu 
400 

Tyr Leu Leu Asp 
415 

Tyr Gly Gly Glu 
430 

Glu Arg Leu His 
445 

Leu Leu Trp Leu 



Ala His Met Glu 
480 

Ala Leu Ser Leu 
495 

Val Phe Arg Leu 
510 
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Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val 
515 520 525 

Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr 
530 535 540 

Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala 
545 550 555 560 

His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu 
565 570 575 

Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr 
580 585 590 

Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg 
595 600 605 

Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro 
610 615 620 

Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala 
625 630 635 640 

Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His 
645 650 655 

Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp 
660 665 670 

He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala 
675 680 685 

Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val 
690 695 700 

Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro 
705 710 715 720 

Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro 
725 730 735 

Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg 
740 745 750 

Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu 
755 760 765 

Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe 
770 775 780 

Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met 
785 790 795 800 

Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu 
805 810 815 

Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu 
820 825 830 

Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu 
835 840 845 
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Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser 
850 855 860 

Ala Lys Gly His His His His His His 
865 870 

<210> 565 

<211> 2643 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 565 



atgggtgcgg 


atattggtga 


cctctttgag 


agggaagagg 


tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


300 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


99tggttcct 


ggaggaggcc 


1020 


ccctggcccc 


cgccggaagg 


ggccttcgtg 


ggcttcgtcc 


tctcccgccc 


cgagcccatg 


1080 


tgggcggagc 


ttaaagccct 


ggccgcctgc 


aggggcggcc 


gcgtccaccg 


ggcccccgag 


1140 


ccttataaag 


ccctcaggga 


cctgaaggag 


gcgcgggggc 


ttctcgccaa 


agacctgagc 


1200 


gttctggccc 


tgagggaagg 


ccttggcctc 


ccgcccggcg 


acgaccccat 


gctcctcgcc 


1260 


tacctcctgg 


acccttcgaa 


caccaccccc 


gagggggtgg 


cccggcgcta 


cggcggggag 


1320 
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tggacggagg 


aggcggggga 


gcgggccgcc 


Cue uccgaga 


ggcucc ucgc 


caacc tgcuc 


X J O u 


aagaggcttg 


agggggagga 


gaggctcct t 


cggcu u uacc 


gggaggtgga 


y ayy cccc c c. 


1 Ad n 


tccgctgtcc 


tggcccatat 


ggaggccacg 




tggacgtggc 


c c a t c c c ay g 




gccttgtccc 


tggaggtggc 


cgaggagatc 


gcccgccucg 


aggccgaggc 


c c L-ccycc t.y 


J. 3 o u 


gccggccacc 


cct tcaacct 


caactcccgg 


gaccagctgg 


aaagggt cc t 


c uc cgacgay 


icon 


ctagggcttc 


ccgccatcaa 


gaagacgcaa 


aagaccggca 


ay cy cuccac 


cay cyct-ycc 


1 0 n 
X o o u 


gtcctggagg 


ccctccgcga 


ggcccacccc 


atcgtggaga 


agatcctgca 


gtaccgggag 


J. /4U 


ctcaccaagc 


tgaagagcac 


ctacattgac 


cccttgccgg 


acctcatcca 


ccccaggacg 


1 Q n n 
± o u u 


ggccgcctcc 


acacccgctt 


caaccagacg 


gccacggcca 


cgggcaggct 


aagtagc t cc 


T Q zr n 


gatcccaacc 


tccagaacat 


ccccgtccgc 


accccgcttg 


ggcagaggat 


ccgccgggcc 


noon 


ttcatcgccg 


aggaggggtg 


gctattggtg 


gccctggact 


atagccagat 


agagctcagg 


1 Q Q n 


gtgctggccc 


acctctccgg 


cgacgagaac 


ctgatccggg 


tcttccagga 


ggggcgggac 


n n A n 


atccacacgg 


agaccgccag 


ctggatgttc 


ggcgtccccc 


gggaggccgt 


ggaccccctg 




atgcgccggg 


cggccaagac 


catcaacttc 


ggggtcctct 


acggcatgtc 


ggcccaccgc 


Z ± O U 


ctctcccagg 


agctagccat 


cccttacgag 


gaggcccagg 


ccttcattga 


gcgctact tt 


o o o n 


cagagcttcc 


ccaaggtgcg 


ggcctggat t 


gagaagaccc 


tggaggaggg 


c aggaggcg g 


o o p n 
z z o u 


gggtacgtgg 


agaccctctt 


cggccgccgc 


cgctacgtgc 


cagacctaga 


ggcccgggtg 


o T A n 
Z J 4 U 


aagagcgtgc 


gggaggcggc 


cgagcgcatg 


gccttcaaca 


ugcccgtcca 


yyycaccycc 


o A n n 
z^ u u 


gccgacctca 


tgaagctggc 


tatggtgaag 


ctcttcccca 


ggctggagga 


aatgggggcc 


z4 D U 


aggatgctcc 


ttcaggtcgc 


caacgagctg 


gtcctcgagg 


ccccaaaaga 


gagggcggag 


2520 


gccgtggccc 


ggctggccaa 


ggaggtcatg 


gagggggtgt 


atcccctggc 


cgtgcccctg 


2580 


gaggtggagg 


tggggatagg 


ggaggactgg 


ctctccgcca 


aggagcacca 


ccaccaccac 


2640 


cac 












2643 



<210> 566 

<211> 881 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 566 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala He Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu He 
195 200 205 

He He Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu He Asp He Ala He Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr He Lys Thr Tyr Gly 
245 250 255 

Asp He Phe Arg Ala Leu Lys Ala Leu Lys Val Asn He Asp His Val 
260 265 270 

Glu Glu He Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg He Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala He Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 
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Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 350 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Pro Glu Pro Tyr Lys Ala 
370 375 380 

Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu Leu Ala Lys Asp Leu Ser 
385 390 395 400 

Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
420 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Glu Ala Gly Glu Arg 
435 440 445 

Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu Leu Lys Arg Leu Glu 
450 455 460 

Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu Val Glu Arg Pro Leu 
465 470 475 480 

Ser Ala Val Leu Ala His Met Glu Ala Thr Gly Val Arg Leu Asp Val 
485 490 495 

Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala Glu Glu lie Ala Arg 
500 505 510 

Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
515 520 525 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Gly Leu Pro 
530 535 540 

Ala lie Lys Lys Thr Gin Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
545 550 555 560 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
565 570 575 

Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr Tyr lie Asp Pro Leu 
580 585 590 

Pro Asp Leu lie His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
595 600 605 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
610 615 620 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
625 630 635 640 



Phe lie Ala Glu Glu Gly Trp Leu Leu Val Ala Leu Asp Tyr Ser Gin 
645 650 655 
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lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
660 665 670 

Arg Val Phe Gin Glu Gly Arg Asp lie His Thr Glu Thr Ala Ser Trp 
675 680 685 

Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
690 695 700 

Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
705 710 715 720 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Gin Ala Phe lie 
725 730 735 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
740 745 750 

Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val Glu Thr Leu Phe Gly 
755 760 765 

Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg Val Lys Ser Val Arg 
770 775 780 

Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
785 790 795 800 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Glu 
805 810 815 

Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Val Leu 
820 825 830 

Glu Ala Pro Lys Glu Arg Ala Glu Ala Val Ala Arg Leu Ala Lys Glu 
835 840 845 

Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly lie Gly Glu Asp Trp Leu Ser Ala Lys Glu His His His His His 
865 870 875 880 

His 



<210> 567 

<211> 2643 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 567 



atgggtgcgg 


atattggtga 


cctctttgag 


agggaagagg 


tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


300 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttcct 


99^99^99^0 


1020 


ccctggcccc 


cgccggaagg 


ggccttcgtg 


ggcttcgtcc 


tctcccgccc 


cgagcccatg 


1080 


tgggcggagc 


ttaaagccct 


ggccgcctgc 


S9999cggcc 


gcgtccaccg 


ggcccccgag 


1140 


ccttataaag 


ccctcaggga 


cctgaaggag 


gcgcgggggc 


ttctcgccaa 


agacctgagc 


1200 


gttctggccc 


tgagggaagg 


ccttggcctc 


ccgcccggcg 


acgaccccat 


gctcctcgcc 


1260 


tacctcctgg 


acccttcgaa 


caccaccccc 


gagggggtgg 


cccggcgcta 


cggcggggag 


1320 


tggacggagg 


aggcggggga 


gcgggccgcc 


ctttccgaga 


ggctcttcgc 


caacctgtgg 


1380 


gggaggcttg 


^99999^99^ 


gaggctcctt 


tggctttacc 


gggaggtgga 


gaggcccctt 


1440 


tccgctgtcc 


tggcccatat 


ggaggccacg 


ggggtgcgcc 


tggacgtggc 


ctatctcagg 


1500 


gccttgtccc 


tggaggtggc 


cgaggagatc 


gcccgcctcg 


aggccgaggt 


cttccgcctg 


1560 


gccggccacc 


ccttcaacct 


caactcccgg 


gaccagctgg 


aaagggtcct 


ctttgacgag 


1620 


ctagggcttc 


ccgccatcgg 


caagacggag 


aagaccggca 


agcgctccac 


cagcgccgcc 


1680 


gtcctggagg 


ccctccgcga 


ggcccacccc 


atcgtggaga 


agatcctgca 


gtaccgggag 


1740 


ctcaccaagc 


tgaagagcac 


ctacattgac 


cccttgccgg 


acctcatcca 


ccccaggacg 


1800 


ggccgcctcc 


acacccgctt 


caaccagacg 


gccacggcca 


cgggcaggct 


aagtagctcc . 


1860 
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gatcccaacc tccagaacat ccccgtccgc accccgcttg ggcagaggat ccgccgggcc 1920 
ttcatcgccg aggaggggtg gctattggtg gccctggact atagccagat agagctcagg 1980 
gtgctggccc acctctccgg cgacgagaac ctgatccggg tcttccagga ggggcgggac 2040 
atccacacgg agaccgccag ctggatgttc ggcgtccccc gggaggccgt ggaccccctg 2100 
^tgcgccggg cggccaagac catcaacttc ggggtcctct acggcatgtc ggcccaccgc 2160 
ctctcccagg agctagccat cccttacgag gaggcccagg ccttcattga gcgctacttt 2220 
cagagcttcc ccaaggtgcg ggcctggatt gagaagaccc tggaggaggg caggaggcgg 22 80 
gggtacgtgg agaccctctt cggccgccgc cgctacgtgc cagacctaga ggcccgggtg 2340 
aagagcgtgc gggaggcggc cgagcgcatg gccttcaaca tgcccgtcca gggcaccgcc 2400 
gccgacctca tgaagctggc tatggtgaag ctcttcccca ggctggagga aatgggggcc 2460 
aggatgctcc ttcaggtcca caacgagctg gtcctcgagg ccccaaaaga gagggcggag 252 0 
gccgtggccc ggctggccaa ggaggtcatg gagggggtgt atcccctggc cgtgcccctg 2580 
9^99tggagg tggggatagg ggaggactgg ctctccgcca aggagcacca ccaccaccac 2640 
cac 2643 
<210> 568 
<211> 881 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 568 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 .75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 
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Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr lie Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly lie Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 350 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Pro Glu Pro Tyr Lys Ala 
370 375 380 

Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu Leu Ala Lys Asp Leu Ser 
385 390 395 400 

Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
420 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Glu Ala Gly Glu Arg 
435 440 445 
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Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu Trp Gly Arg Leu Glu 
450 455 460 

Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu Val Glu Arg Pro Leu 
465 470 475 480 

Ser Ala Val Leu Ala His Met Glu Ala Thr Gly Val Arg Leu Asp Val 
485 490 495 

Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala Glu Glu lie Ala Arg 
500 505 510 

Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
515 520 525 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Gly Leu Pro 
530 535 540 

Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
545 550 555 560 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
565 570 575 

Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr Tyr lie Asp Pro Leu 
580 585 590 

Pro Asp Leu lie His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
595 600 605 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn, Leu 
610 615 620 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
625 630 635 640 

Phe lie Ala Glu Glu Gly Trp Leu Leu Val Ala Leu Asp Tyr Ser Gin 
645 650 655 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
660 665 670 

Arg Val Phe Gin Glu Gly Arg Asp lie His Thr Glu Thr Ala Ser Trp 
675 680 685 

Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
690 695 700 

Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
705 710 715 720 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Gin Ala Phe lie 
725 730 735 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
740 745 750 

Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val Glu Thr Leu Phe Gly 
755 760 765 

Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg Val Lys Ser Val Arg 
770 775 780 
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Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
785 790 795 800 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Glu 
805 810 815 

Glu Met Gly Ala Arg Met Leu Leu Gin Val His Asn Glu Leu Val Leu 
820 825 830 

Glu Ala Pro Lys Glu Arg Ala Glu Ala Val Ala Arg Leu Ala Lys Glu 
835 840 845 

Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly lie Gly Glu Asp Trp Leu Ser Ala Lys Glu His His His His His 
865 870 875 880 

His 



<210> 569 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 569 

gagcggataa caatttcaca cagg 

<210> 570 

<211> 30 

<212> DMA 

<213 > Artificial Sequence 
<220> 

<223> Synthetic 

<400> 570 

tgcccggtgc acgcggccgc ccctgcaggc 

<210> 571 

<211> 2445 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 571 


uy\^^-.v^^^L-^-^-. L. 


i~ na rro rr^a a rr 
L-ydyu.(w^ddy 


ggccgggugc 


ct.CL.yy cyyd 


rt f~tf~* rt rt ^ /~i a rt 

cyyccdCCdC 


D u 




y L-d^OL'^L-L. L. 


y o L y ddy 


yy cc ccdccd 


ccdy ccycyy 


yyagccyy CC 


ion 


pscfcir'crcit' cr1~ 
^^yy^yy uy l. 


d^yyy l. i-y^ 


^ ddy dy ^ v^ u> 


L. L.y ddyy ^y c 


f- a a onrra a oa 
Cddy y y ddy d 


nnr^r-f a 4- n t~ n 

cggyyatgeg 


1 fin 

X O u 


y uy d L-v^y i-y y 


L.y L. L. L.y dwy 


^ d dy y ^ v.. ^ 


L. cc L.ccy cc 


a n a na <^ +■ a 
dCCdy dCCCd 


nna r^t-tr^ t~ a o 

cydyyccCdC 


o A n 


d.a.yy Oyyyy u 


yy y c ucccdC 


ccccydy y dU 


u u L-Ccccyy c 


dy c c cgccc c 


caccaaggag 


T n 
J u u 


a.cgy cyya.cc 


t uccgggccc 


ggagcgcc cc 


gaggcgccgg 


get t tgaagc 


ggatgacgtc 


o ^ r* 


c uyyc uaccc 


uyy ccaay dd 


ggcggaaaag 


gagggcuacg 


aggtccgcat 


cctcaccgcc 


/ion 


^ a ana 
y ci(^aclo.yo.OC 


t, t CdwCdy U 


f- f- f- /~l /— T —J r-< 

t-.(-. t- u uu-cy dU 


cycdC-cCdCg 


CCCCCCdCCC 


cgaggggcac 


Q n 
4 oU 




i-.yyv-.v_- L.y y L. 


■f- f- (-ynrra a a a n 
u L.yyyddddy 


udcyyccL.yd 


yy cccy dCCd 


y cygyccydC 


A n 


i*civ»»^yyy^^^ 


i-yd^^yyyyd 


^ydy L-^v^yd^ 


a a r^r*i~ t" rr'on 
dd^^L- L.^^cy 


yyy ^L-ddyyy 


cd c cy y yy dy 


n n 

D U U 


a a na ^("irr^fT a 

ddy cit-yy cy d 


yy ddy t. c u 


ggo^gyo^gt-gg 


yggagcccgg 


a a n/~« ^ ^ /-i ^~ 
ddy CCC CCC C 


CddgddCc cy 


D b U 


y dv^Cyy uyd 


d y L. c c y c L. d L. 


/~< /"•O'n.'Tf a a a n 

ct-.yyydy ddy 


ducc cyyccc 


dcacyyacga 


cccgaagccc 


•7 0 n 
/ z U 


CCC uy yy dCC 


ty y ccddyy c 


y cgCdCcyac 


ccgcccccgg 


aggcggaccc 


cgccaaaagg 


T o n 




dc cy y y dy y y 


yy dy ddy ccc 


cgggaggagg 


ccccccygcc 


cccgcccgaa 


Q /I n 


y y yy w l- l- ^-.y 


uyyy(--L. u^wl. 


u I- v_ ^ 


cccgdycccd 


^gtgggcgga 


yc ccaddy CC 


Q n o 
y u u 


^ L.y y v^oy t_ u 


gcaggggcgg 


t-t-y cy uy cdc 


cgyycdy Cdy 


dcccc c cyy c 


irt 4— -a rt ^ *^ 

ygyyccdddy 


y D u 


y d^^ L. ^ddy y 


aggcccgggg 


cc L. ucy c c 


ddyydcu t-cy 


ccyccc cyy c 


c c cydyyy dy 


1 n 0 o 
X u ^ u 


yygc caydcc 


uCy uy CCCyy 


yyacydcccc 


acgcccc tcg 


cc cacc ccc c 


ggacccttcg 


1 r» Q A 


d. dO d d. C C C. 


ccgagggggc 


ggcgcggcgc 


tacggggggg 


dy cyy dCyy d 


ggacgccgcc 


±X4 U 


caccyyyccc 


t ccccccgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1 O A A 


y dy ddy l. 


uuL^yyv-uv^i^d 


ccacgaggtg 


gaaaagcccc 


+- rt 4— rt rt rt f^f-^r^ 4— 

cc ccccyyy c 


cccyy ccCdC 


1 O <C A 
XZ D U 


a t" rrrrarTrrr^ r^a 
d u y y dy y w ^ d 


t-.v-.yyyyL.dt-.y 


gcgggacgtg gcctaccttc 


dyycccc CCC 


CC cyy dye c c 


1 "5 "O A 
X J Z U 


o/^orta rrr^a ria 
yoyydyydyd 


uv-v-y^— t^yt^wu 


cgaggaggag gtcttccgct 


cyycyyy ccd 


/^nnof*^^^a ao 
CCCCCCCddC 


1 T G A 


^ 1— v_< d cn_- u ^ o 


orrrra o r*a nc t* 
y y y d dy c 


ggaaagggtg 


ctctttgacg 


dy c c cdyyc c 


4- rt rt f~^r~\ <rt rt 4— f- rt 

ccccyccc cy 


1 AAA 


a ana ana ona 
ddy ddy dcy d 


anaana f^ann 
dy ddy dL^dy y 


caagcgctcc 


accagcgccg 


cyy eye cyyd 


yyccccdcyy 


1 AA 
XD U U 


y dy y L- c d t-. L. 


c c d Lr c y t. y y d 


gaagatcctc 


cagcaccggg 


a /~r/^ 4— /"I a /~i a a 

dy C CCdCCad 


rfrt rt 4" ^ a a fa rt 

gcccaagaac 




ai^r^t~ar^ot~ nn 

d(^\^ ud^y *-y y 


dv_L>OO^U^Cv_, 


aagcctcgtc 


cacccgagga 


cyyy ccy CC c 


rt rt a rt O #rt rt /rt" rt 

ccdCdCccyc 


1 <^ O A 
XO Z U 


ttcaaccaga 


cggccacggc 


cacggggagg 


cttagtagct 


ccgaccccaa 


cctgcagaac 


1680 


atccccgtcc 


gcaccccctt 


gggccagagg 


atccgccggg 


ccttcgtggc 


cgaggcgggt 


1740 


tgggcgttgg 


tggccctgga 


ctatagccag 


atagagctcc 


gcgtcctcgc 


ccacctctcc 


1800 


ggggacgaaa 


acctgatcag ggtcttccag gaggggaagg 


acatccacac 


ccagaccgca 


1860 
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^^^yycLyyi^^ 


y uyyd^^^^L^ 


tgatgcgccg ggcggccaag 


1 Q9 n 

X J7 ^ U 


a Cdcst" 3 r* t~ 

CA \_*- ^ d V_- l_ 




^ L.ci^yyVrfCiL-y 


wv^^y^^odLrd 


ggctctccca 


ggagcttgcc 


X ^ O V 




yyyy^yy u 


yy^^L. L. uctud 


ydy^y^ L.dv,«> 


tccaaagctt 


ccccaaggtg 




p cf crcr p p t" ao A 

^ 3 i3 Z3 ^ " yy 


L- dyciciciciycn-' 


L.yydyydy 


y y y dy y ddy ^ 


ggggctacgt 


ggaaaccctc 


91 no 

^ X V V/ 


t" t* rrio^ ;a rra ^ 
L'^yyctct^dct 


yy^yw uct^y u 


/~> /~r 3 r~' i~ 
y(-,^-.L-ycH-.L*LL. 


d d ^ y L. L. y y y 


tgaagagcgt 


cagggaggcc 


9 1 O 
^ XO U 






/-< f- /-T /~" /—I /~< /— r 4- f~> 

V— dL-yt_-L.^-.yuo 


udy yy c-dQ^t-y 


ccgccgacct 


catgaagc tc 


9 9 9 O 


gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


aggaggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga 


ggtggggatg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 572 
<211> 815 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 572 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 
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Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 

Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 



Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 
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Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 

Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 
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<210> 573 

<211> 2520 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 573 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


caaggaggac 


180 


9999^c:gcgg 


tgatcgtggt 


ctttgacgcc 


aaggccccct 


ccttccgaca 


cgaggcctac 


240 


999999 taca 


aggcgggccg 


ggcccccacc 


ccggaggact 


tcccccgcca 


gctcgccttg 


300 


gtcaagcggc 


tggtggacct 


tctgggcctg 


gtccgcctcg 


aggccccggg 


gtacgaggcg 


360 


gacgacgtcc 


tgggcaccct 


ggccaagaag 


gccgaaaagg 


aggggtacga 


ggtgcgcatc 


420 


ctcaccgccg 


accgcgacct 


ctaccaactc 


gtctccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggagtggctt 


tgggagaagt 


atgggcttaa 


gccttcccag 


540 


tgggtggact 


accgggcctt 


ggccggggac 


ccttccgaca 


acatccccgg 


cgtgaagggc 


600 


^tcggggaga 


agacggcggc 


caagctgatc 


cgggagtggg 


gaagcctgga 


aaacctcctc 


660 


aagaacctgg 


accggctgaa 


gcccgccatc 


cgggagaaga 


tcctggccca 


catggacgat 


720 


ctgaagctct 


cctgggacct 


ggccaaggtg 


cgcaccgacc 


tgcccctgga 


ggtggacttc 


780 


gccaaaaggc 


gggagcccga 


ccgggagagg 


cttagggcct 


ttctggagag 


gcttgagttt 


840 


ggcagcctcc 


tccacgagtt 


cggccttctg 


gaaagcccca 


aggccctgga 


ggaggccccc 


900 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


ttcgtcctct 


cccgccccga 


gcccatgtgg 


960 


gcggagctta 


aagccctggc 


cgcctgcagg 


99cggccgcg 


tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


tcgccaagga 


cctcgccgtc 


1080 


ttggcctcga 


gggaggggct 


agacctcgtg 


cccggggacg 


accccatgct 


cctcgcctac 


1140 


ctcctggacc 


cttcgaacac 


cacccccgag 


ggggtggcgc 


ggcgctacgg 


gggggagtgg 


1200 


acggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


aggtggaaaa 


gcccctctcc 


1320 


cgggtcctgg 


cccatatgga 


ggccaccggg 


gtacggcggg 


acgtggccta 


ccttcaggcc 


1380 


ctttccctgg 


agcttgcgga 


ggagatccgc 


cgcctcgagg 


aggaggtctt 


ccgcttggcg 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 
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gggtgctctt 


tgacgagctt 


1500 





L> L>yciciycici 


y ci^y ciciy ciciy 


d^ ^y y ^ ^^y ^ 


y^L.^v^d^^^ ^y 


^y y v^yy '-y 


X ^ V7 V/ 




u d w y y y ciy y 




y u y y dy a dy d 


uu.^ L. i^t^dy wd 


wy y y dy 


^ W ^ u 


a ^ 3 f~t r"* fr" /"< 3 
ci C ti^ d C C C. ci 


dy dd dL' d 


u.ygdQ,cct* 


U d d y w C 


CCyCQ^CdCCC^ 


ydyy dC-yyy c 


i. D O U 


r*nf^t^ t" r* ^ ^ 


r* i~ f~ 
t-«L-wy^- L.L>(^ctd 


o t_ d y cti^ y y 


d^i^y y wt.^d^yy 


yycigycc cdy 


u dy L. L.\^cy dv^ 






ctycLci^ciL.w^^ 


^y L.^^yi— civ_rw 


^otk' L. uyyy^^ 


ci y ciy y ctu 0^ y 


\^ oy y y i., u c 


X O U V 




^yyy '-yyy^ 


y ^ ^yy '-yy^^ 


^ L.yyd^ L.dL.d 


y ^ dy d l. dy d 


y^ L.L.>^y^y 


X o o u 


r*!" c n f i~* s r*^ 


L.^- ^^^yyyy" 


v_yctcicici^v^L.y 


d L. L> dy y y L. w U- 


^ i^r^^ nrrcT 
L. i_dy y dy y y 


yddyyd^dL.^ 


X ^ ^ u 


cH- cH_ I* ct y ct 


^^y ^ddy oy 


y duy L- Uv-yy c 


yuccv-ov-cyy 


<iyyccy tyyd 


Cv-CCCUydUy 


X j7 o u 


cgccgggcgg 


ccddy dcyy c 


gddc c t cyy c 


y t-CCCC tdCy 


ycdCyuccgc 


ccd Cdyyccc 


^ u 


L. t_ciy y ciy 


U uyt^ti^dO^v-'W 


^ L. dL.y dy y dy 


yoyyuyyt—t-L. 


L. u d wdy dy oy 


LdL-L Ud-^L-dd 


"5 1 on 

Z X V u 


3 rtf^ t~ +~ ^ /"» 3 

(iy C U t-UCCCci 


«yytgcgggc 


c uyydcdydd 


ddy dOCC uyy 


dyy dyyyy dy 


y ddy cyyyy c 


z xo u 


t* a cot" ooa a 
L-di^y L.yycictct 


\^\^\^ L. ^^yy 


ctdy ctcty y ^y ^ 


L.d^y uy^^^y 


d^^- U'^dd^y^ 


t^wyyy uyddy 


9 P 9 0 


dy v-y 1- v^cty y y 


dy y y ^— y y d 


y*— y*— duyyi^o 


U L. L.dd%-.d uy 


L. L>y u L.i->dy y y 


^d^^y ^^y 


9 9 ft n 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca 


ccaccaccac 


2520 



<210> 574 

<211> 840 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 574 

Met Asn Ser Glu Ala Met Leu Pro 
1 5 

Leu Leu Val Asp Gly His His Leu 
20 

Lys Gly Leu Thr Thr Ser Arg Gly 
35 40 

Phe Ala Lys Ser Leu Leu Lys Ala 
50 55 

He Val Val Phe Asp Ala Lys Ala 
65 70 



Leu Phe 
10 

Ala Tyr 
25 

Glu Pro 
Leu Lys 
Pro Ser 



Glu Pro 

Arg Thr 

Val Gin 

Glu Asp 
60 

Phe Arg 
75 



Lys Gly 

Phe Phe 
30 

Ala Val 
45 

Gly Asp 
His Glu 



Arg Val 
15 

Ala Leu 

Tyr Gly 

Ala Val 

Ala Tyr 
80 
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Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg 
100 105 110 

Leu Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser 
180 185 190 

Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys 
195 200 205 

Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp 
305 310 315 320 

Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 
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Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 
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Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 
835 840 

<210> 575 

<211> 2445 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 575 



atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tgtttgacgc 


caaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcctga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


ggg^gcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


cgggcagcag 
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accccttggc 


ggggctaaag 


960 





aggtccgggg 


cctcctcgcc 


a a era a c c t c CT 

wwy y w vy 


cccrt* ct* taap 

^wy ^ 


V* ^^ydyyydy 


1020 


cTCicrc t aciac c 

^ ^ ^ " ^ ^ 


tcgtgcccgg 


ggacgacccc 


atact cct ca 
t* V v-^ w w ^ ^y 


cctacctpnt" 


ciaar'r'r't t pa 

yydVrf^Vrf I— I— v_« y 


1080 


Va' W W ^ W 


ccgagggggt 


ggcgcggcgc 


t a c aaacrcracT 
*-«^yyyyyyy 


a CT t" era a c craa 

dy ^ y y d^y y d 


aaapapcapp 

yydv^y^rf^yv*^,* 


1140 


^ C* Nw y ^ y V_> ^ 


tcctctcgga gaggctccat 


v^yyoctv^^^ L- ^ ^ 


^ddy^y^^ L. 


t.y^gyggy<ay 






tttggctcta 


ccacgaggtg 


na a a a nrrr^r^ 
y dddcty o^^^ 


L.L^ L.i^^^yyy l. 


uyyov^v^di- 






ccggggtacg 


gcgggacgtg 




dyyi—L-^u u l-^ 


v.-c.L.yydywL.L- 


1 90 
X o ^ 


y ^y y ciy y &y ^ 


tccgccgcct 


cgaggaggag 


yu^L. L.^^y^L. 


L-yy^yyyv_v->d 


/-> /~< -f- i-(*»aa/*' 


1 R 0 
J. o o u 


\^ d d. \,f ^ 


gggaccagct 


ggaaagggtg 


\^ \^ w ^y CUt^y 


dyi,<> u- ^dyy^ 


i-^^^v^yv.-^ L» ^y 


1440 


aacTsaaacaa 

w4 ^A. V— ^ \^ 


agaagacagg 


caagcgctcc 


V-H' ^y ^ y w ^ y 


f^aat" ar* t" aaa 
^y y ^ y ^ y y 


(^0(^0^+- a r*aa 
y y u ^ y y 


1500 


y »'y y V ^ w ci. w 


ccatcgtgga 


gaagatcctc 


^ciy^ci^^yyy 


dy \^ i^^d^^dd 


npt~ p^5 An A A p 
y ^ L> \w ddy ddi^ 


X J \J \J 




accccctccc 


aagcctcgtc 


^^dL^^wyciyyci 


^y y y ^^y 




1 90 
X o ^ u 


u ^ ci ct ^ dy ct 


cggccacggc 


cacggggagg 


u u ciy L>cty V- u 


y d ^ ^ f.^ i.^ d d 


L. y w ciy d d ^ 


1 ft 0 

X O O V/ 


o /— » /— < +- r*r* 
ct U *w, C-y u 


gcaccccctt 


gggccagagg 


ctL.(».v^yi^^yyy 


o u u-^-'y uy y ^ 


^^y^^yycgggt- 


174 0 


t-yyyt-yccyy 


tggccctgga 


ctatagccag 


at"ar7ao(^^ <^ 


yt— yi^L-*— uv—y^- 


Vi^^dL.L'Cv^UL'V.' 


1 ftOO 

J. O V/ u 


yyyyCT.^ycicia. 


acctgatcag 


ggtcttccag 


y ctyyyy ctciyy 


d^dL'^^d^d^ 


^^dyd^^ywd 


1 ft fiO 
X o o 


dy ^ L-y y u-y u. 


tcggcgtccc 


cccggaggcc 


y L>yyd^^^^\^ 


u.ydi-y^yo^y 


yyv—yy^^^ddy 


1990 

X 7 ^ v 


ar'Ciat" aa ar't" 


tcggcgtcct 


ctacggcatg 


L^v^^y^^^^dL^d 


yy<^ i-v.'U'^^v^d 


or*!" t" fip p 
yydy^—L- u-y^^ 


1 QfiO 

X ^ O V/ 


ciL.^v^i^^ucii_y 


o^yy ciy y cyy t. 


y y cc u u L. a t a. 


ydy wy V- Udt-. t- 




(^(^ccddyy ty 


9 04 0 


v^y y y *-y y ci 


tagaaaagac 


cctggaggag 


gyyayyaayc 


/^»— T/— T/~T /— 1 1" aren't" 

yyyy t-dt-y t. 


yydddOL.^^ ut- 


91 OO 
Z X U w 


L. L.wyycictyctci 


ggcgctacgt 


gcccgacctc 


ddwy ^^^y y y 


t*(~raarTar^(^rTf~ 
uyddy dyt_y l. 


^dy y y dy y (^i^ 


91 fiO 
^ X o u 


y ^yy c*y ^y ^c* 


tggccttcaa 


catgcccgtc 


\^ dy y y ^ d ^ ^ y 


Vw w y ^ y d ^ v_< L« 


a t" fra a n r* i~ r* 
^ d u>y ddy ^ c> w 


222 0 


gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


aggaggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga 


ggtggggatg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 576 

<211> 815 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 576 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 
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Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 

Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Tirp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 
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Gin Glu Leu Ala He Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 

Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 

<210> 577 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 577 



atgaattccg 


a99C9atgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


caaggaggac 


180 


9g9gacgcgg 


tgatcgtggt 


ctttgacgcc 


aaggccccct 


ccttccgcca 


cgaggcctac 


240 


999999taca 


aggcgggccg 


ggcccccacc 


ccggaggact 


tcccccgcca 


gctcgccttg 


300 


gtcaagcggc 


tggtggacct 


tctgggcttt 


acccgcctcg 


aggccccggg 


gtacgaggcg 


360 


gacgacgtcc 


tgggcaccct 


ggccaagaag 


gccgaaaagg 


aggggtacga 


ggtgcgcatc 


420 


ctcaccgccg 


accgcgacct 


ctaccaactc 


gtctccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggagtggctt 


tgggagaagt 


atgggcttaa 


gccttcccag 


540 


tgggtggact 


accgggcctt 


ggccggggac 


ccttccgaca 


acatccccgg 


cgtgaagggc 


600 
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dyd*— yy^yy^ 


w ncti^ v_» ^y \^ 


cacicia.cit.aaci 
^y y y '^y y y y 


as^aacciiaaa^ 

y " y w y y c» 


CLGkGL\tr\^ O W X-H- \^ 


660 




d^wyy^ L,ydd 


yv^^^^y^^dw^»» 


v^y y y ciy ciciy d 


L'^.'V' y y v_ d 


p a t" acf a pcia t" 

^d L-yyd^ydv» 


720 




^yyyci^^ u 


yyw^ddyy ^y 


oy^d^^^yd^^ 


t" a rTTT* t" era a 
u-yv^\^^^ t.yyd 


acit" cicia p t" t" p 


780 




yyydy^v^^yd 


^ wy y y dy ciy y 


r't" t" fiacscsnc't' 

C- dy y y ^ w 


t" t" r't" acracraci 
L. L>v^ ^yyciy^y 


apt" t"ciacit" t" t" 

y ^ ^y ciy i» ^ L» 


840 


y y ^ ^ u ^ o 


w ^ ^ d\^y dy L. 




ydddy^^v^^d 


dy ywv^^ ^yy^ 


yydyyVrf^^wo 


900 


L>yy^v<>v^^^y^ 


^yyddyyyy^ 


\^ w t-^y ^yyy^ 




r* p r* cr c p p Cf a 


o p p p a t~ CI aci 
y ^ '^ci ^y ^ y y 


960 


rr no ^3 0(^1*1*^5 
y^yyayo l. l-ci 


ddyk_w^ uyy*-* 


^ y ^ ^ L- y ^ ^y y 


yy^yy^^y^y 


i" Cf p a P P CI OCT P 
uy^dv.>^yyyv^ 


dy dy dv_« ^ ^ 


1020 




udddyyd^^ l. 


^ d ciy y cty y l. ^ 


/^orroooot" oo 
yyyy^oL-^^^ 


t~ r^ncr^Pi a ooa 
^y^^ddyyd 


PPf" PCfPPCit" P 


1080 


f- f- 00/** of" r^i~f a 
u L.yyt_-v^uv_yct 


ygy^yyyycc 


aoa*^^^t~*^rTt"o 
dy d\— wL-^w-yuy 


^^^-•L^yyyydi^y 


a o o o o a t~ oo i~ 
dL.^v^L'duy^u 


oot~ ooo of" a o 
L.^y^_.v^ v_dv_. 


1140 


/-^ +- /~> t~ rro a c 
i^^v.' i^yydv^o 


/^t" f"*^oaar^3<^ 
t—L. L-L-yddt— d^— 


a r' o CO rra n 
^d^^L'^^ydy 


OOOOl" ooooo 

ygyytggcgc 


ooooot" a ooo 
y y ^y ^ ^ d^-y y 


oooooa of" oo 

ggyyy^yt-yy 




d^.^yyciyyciL'y 


v^i_-yv— ^_^wd\_-v_-y 




i~ oooa oa ooo 
>^y y dy ^y y 


i~ ooa t" oooa a 
L>v^^d L-V^yydd 


poi"oo1~1~aao 

V^^U-^V^ L- L>d dy 


1260 


wy^^ L-^ydyy 


y y y dy y dy dd 


y^L'\a>^L'L'L<yy 


o1~ot"aooa oo 

Vw- L'Vv' Lrd^^dv^y 


a oot" ooa a a a 
dy y L-y y dddd 


CfPPPPt" Pt~ PP 


1320 


^yyy 


^^^^^dL-dwyyd 


yy^^dwv—'yyy 


y Ud*-,yyuyyy 


apcihcjcippt" a 


p p f" t~ p ;^ OOP p 


1380 


^ L. L. L.^^v-'Uyy 


dy i-yv-yyd 


yydydL-^^y^ 


ooo o1~ ooa oo 
y ^ L, v.^ y dy y 


a ooa ooi" oi~ t" 
dy y dy y ^ 


ooooi" f" oooo 
i_>^yi_>'L' ^yy^y 


1440 


/-T/-^ f~< O /"•/"' Z"* 

yy^-'^^dv-.v— t^t^L. 


L- L.dd^ u dd 


\^ UL^^^yyyd^ 


oa oo1~ ooa a a 
^dy \^ L.y y ddd 


oooi" oo ^ o ^ ^ 
yyy L.yv_L.^L. l- 


j- (~Ta ooa rro i" t" 
L. y d ^ y dy ^ l. l. 


1 ^00 


a t" t* o o o 
dy y L. L. ^oy 


t-^Vi^ L- uy ddydd 


oa rrraaoaarr 
ydoyddyddy 


a o a oooa a oo 
d^dy y ^ddy ^ 


oot* o o a o o a o 
y L.^v-'d^v^ dy 


o o o o o o oo f~ o 
^yw^y^yy ^y 


1 RfiO 


\^ uyydyy 


L.d(^yyydyy^^ 


^^^d^^v^wdu^ 


(~T f- c^o;^ o a a oa 
y uyydy ddyd 


t~ oot" o o a o o a 
U- ^ ^ u ^ ^ dy ^ d 


oooooa oof" o 
^y y y dy L. ^ 


162 0 


dtw^ddy^ u^d 


dy dd^d^^ L>d 


^y L>y y d^uri^wv^ 


^^^^ddy^^ 


*hoo1~ooaooo 

L. y L. * ^ d Vi-^ ^ 


oa ooa ooooo 
y dy y d y y y 


1680 


(^y^^ L.OL^d^d 


rT^/^f~fi^t~t~r'aa 
^^^y\.^ L. L.L>dd 


^ v_» dy ci y y ^ 


a o oo o o a o oo 
dL>yy^v^d^yy 


ooa ooo t~ t" a o 
y y dy y u cdy 


t~aoof"oooa o 
u dy ^ c ^ y d ^ 


1740 


L>^^dd^^ L.y^ 


dydd^du^^^ 


wy Lr^^y^dw^ 


o o o t~ t" oooo o 
v^v^w^ i- uyyy^^ 


a oa ooa t" ooo 
dy dy y d l. ^ ^ y 


o ooooo of" f~ o 
v_>v_>yyy^^^ 


1800 


ot" o(~f oooa oo 

gcggccgagg 


cgyytcgggc 


ot" i~ oo"t~ oooo 


o t" oo a o t* a i~ a 
^ wyyd^ L-dL.d 


oooaoa^aoa 

y ^ ^ ^y ^ ^ ^y ^ 


f~T/^ f- /-^i ooooi" o 

y^ ^^^y^y 


1 fifiO 

X O Q V 




^^*^yyyyct 


ooa a a a o ot" rr 
v.^ y dd d d L, y 


a t" oaoooi" o t* 
d ^ ^ dy y y ^ u 


t" o o a ooa ooo 
L- ^^dy y dyy y 


oa aooa o a t~ o 
y ddy y l> ^ 


1920 


^dL.dv.rL'L'dy d 


r^t~i r* a a oc f~ o 
i^L^y oddy v_ uy 


oa t~ o 1~ ^ oooo 
yduyu. L.^^yy^ 


ot" o o o o o ooo 
y u^L^^^v^wyy 


a ooooot ooa 

yyy ^y y ^ 


/-^ z-' o o o f~ oa f~ o 
w^i^L^^L.ydL.y 


1 QftO 

X ^ o 


r*o o c oo(~T no 

*-y*-^yyy^yy 


^(urddyd^yy u. 


yddv.* I— y y ^ 




cipat'Cit' ccac 

y^di-^y u-^^y^ 


ppatiacicict" c 


2040 


u. ^dy y dy v-- 




\^ ^ ^'^y ^y y ^y 


cr c CI a t a a c r* t 
y ^y y ^ y y ^ " ^ 


1 1" a t* aaacrca 
" ^ " y y y 


ctiacttcpaa 

V— ' ^ N— • ^ ^ ^ \vr t*. t-4. 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


^99^9999^9 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


99999cccgc 


2340 
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atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 2460 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 2520 
<210> 578 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 578 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser 
180 185 190 

Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys 
195 200 205 

Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp 
210 215 220 
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Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp 
305 310 315 320 

Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 



Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 
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Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 
835 840 



<210> 579 
<211> 2445 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 579 



atgaattccc 


tgcccctctt 


tgagcccaag ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcctga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


cgggcagcag 


accccttggc 


ggggctaaag 


960 


gacctcaagg 


aggtccgggg 


cctcctcgcc 


aaggacctcg 


ccgtcttggc 


ctcgagggag 


1020 


gggctagacc 


tcgtgcccgg 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccgagggggt 


ggcgcggcgc 


tacggggggg 


agtggacgga 


ggacgccgcc 


1140 


caccgggccc 


tcctctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1200 


gagaagctcc 


tttggctcta 


ccacgaggtg gaaaagcccc 


tctcccgggt 


cctggcccat 


1260 


atggaggcca 


ccggggtacg 


gcgggacgtg 


gcctaccttc 


aggccctttc 


cctggagctt 


1320 


gcggaggaga 


tccgccgcct 


cgaggaggag 


gtcttccgct 


tggcgggcca 


ccccttcaac 


1380 


ctcaactccc 


gggaccagct 


ggaaagggtg 


ctctttgacg 


agcttaggct 


tcccgccttg 


1440 


aagaagacga 


agaagacagg 


caagcgctcc 


accagcgccg 


cggtgctgga 


ggccctacgg 


1500 


gaggcccacc 


ccatcgtgga 


gaagatcctc 


cagcaccggg 


agctcaccaa 


gctcaagaac 


1560 


acctacgtgg 


accccctccc 


aagcctcgtc 


cacccgagga 


cgggccgcct 


ccacacccgc 


1620 


ttcaaccaga 


cggccacggc 


cacggggagg 


cttagtagct 


ccgaccccaa 


cctgcagaac 


1680 
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atccccgtcc 


gcaccccctt 


gggccagagg 


atccgccggg 


ccttcgtggc 


cgaggcgggt 


1740 


tgggcgttgg 


tggccctgga 


ctatagccag 


atagagctcc 


gcgtcctcgc 


ccacctctcc 


1800 


g99gacgaaa 


acctgatcag 


ggtcttccag 


gaggggaagg 

~f ^^^^ 


acatccacac 


ccagaccgca 


1860 


^9ctggatgt 


tcggcgtccc 


cccggaggcc 


gtggaccccc 


tgatgcgccg ggcggccaag 


1920 


acggtgaact 


tcggcgtcct 


ctacggcatg 


tccgcccata 


ggctctccca 


ggagcttgcc 


1980 


atcccctacg 


aggaggcggt 


ggcctttata 


gagcgctact 






2040 


cgggcctgga 


tagaaaagac 


cctggaggag 


99gaggaagc 


ggggctacgt 


ggaaaccctc 


2100 


ttcggaagaa 


ggcgctacgt 


gcccgacctc 


aacgcccggg 


tgaagagcgt 


cagggaggcc 


2160 


gcggagcgca 


tggccttcaa 


catgcccgtc 


cagggcaccq 


ccgccgacct 


catgaagctc 


2220 


gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


aggaggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga 


g9t9gg9atg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 580 
<211> 815 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 580 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 
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Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg. Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 



Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 
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Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 
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Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 

<210> 581 
<211> 2445 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 581 



ci cm. L> ^ ^ ^ w 




1" a A a r* r* p a ;5 Cf 


acf ppcrocf t" esc 


\^\^ ^yy ^yy^ 


Vw- y ^ c* CT. ^ 


60 


PI" CfCTCPt* app 

\^ O 13 z3 w v*- ^ CI ^ W 


ataccttttt 




yy*— ^ c* <^ ci 


^^^y^^y^yy 


craacTPPacf t" p 
y y ^y ^ ^y y 


120 




acaaat t tac 

^ ^ W »^ ^ V*- 


caaaaacc tt 

t-A Cni >-|J ^ ^ W 


t tcraacracac 


t aaacrciaacja 


p crcrcra a t a t a 
^yyyyciL-y i-y 


180 




tctt taacac 

^ Vp^ ^ w ^ w \^ 


caacraccccc 


t PC t t cpacp 

^ V-* ^ ^ \^ \^ ^-1 ^ 


a.cica.cta.cci\iSi 

V4 ^ ^-j V— * 


paaaapptap 


240 


^* *^ Z3 z3 z3 


aaac t cccac 


\^ \^ 


1 1 1 ccccacrc 

w ^ \^ 


aact tQccc t 


t at paaacraa 


300 


atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcctga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


999tcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


999^9cctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


cgggcagcag 


accccttggc 


ggggctaaag 


960 


gacctcaagg 


aggtccgggg 


cctcctcgcc 


aaggacctcg 


ccgtcttggc 


ctcgagggag 


1020 


gggctagacc 


tcgtgcccgg 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccgagggggt 


ggcgcggcgc 


tacggggggg 


agtggacgga 


ggacgccgcc 


1140 


caccgggccc 


tcctctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1200 
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gagaagctcc 


tttggctcta 


ccacgaggtg 


gaaaagcccc 


tctcccgggt 


cctggcccat 


1260 


atggaggcca 


ccqqqqtacg 

^ 3^33 ZJ 


gcqqqacgtg 

ZJ ZjZZJZi ZZJ ZZJ 


gcctaccttc 


aggccctttc 


cctggagctt 


1320 


QCQQaQQaaa 


tccgccgcct 


CQaQQaQQaq 

^ZZJ^ZZjZD^ZZJZJ^ZD 


gtcttccgct 


taqcqQQCca 

'^zzjzzj^zjzjzj^^^ 


ccccttcaac 


1380 


ctcaactccc 


qqqaccagct 


qqaaaggqtq 

Z) ZJ Z3 ZJ zzj zj 


ctctttgacg 


agcttaggct 


tcccgccttg 


1440 


aagaagacga 


agaagacagg 


caagcgctcc 


accagcgccg 


cggtgctgga 


gqccctacgg 


1500 


gaggcccacc 


ccatcgtgga 


gaagatcctc 


cagcaccggg 


agctcaccaa 


gctcaagaac 


1560 


acctacgtgg 


accccctccc 


aagcctcgtc 


cacccgagga 


CQQQCCQCCt 

^ZJZZJZJ^^ZJ^^ ^ 


ccacacccgc 


1620 


ttcaaccaga 


cggccacggc 


cacqqaaaqq 

^ ^^zjZdzzjzj^zjzzj 


cttagtagct 


ccgaccccaa 


cctgcagaac 


1680 


atccccgtcc 


gcaccccct t 


ZDZDZD^^^ZJ^ZJZJ 


atccgccggg 


cct tcgtggc 


CQaQQCQQQt 
^zj^zjzd^zjzdzd *- 


1740 


tqqqcqttqcr 


tggccctgga 


ctatagccag 


atagagctcc 


gcgtcctcgc 


ccacctctcc 


1800 


qqqqacqaaa 


acctgatcag 


ggtcttccag 


qaqqqqaaqq 

Zj ZZJZZJZZJZD ZDZZj 


acatccacac 


ccagaccgca 


1860 


aqctqqatgt 

ZJ ZJ ZJ Zi 


tcggcgtccc 


cccggaggcc 


gtggaccccc 


tgatgcgccg 


ggcggccaag 


1920 


acggtgaact 


tcggcgtcct 


ctacggcatg 


tccgcccata 


ggctctccca 


ggagcttgcc 


1980 


atcccctacg 


aqqaqqcQqt 


ggcctttata 


gagcgctact 


tccaaagctt 


ccccaaggtg 


2040 


cqqqcctaqa 


tagaaaagac 


^zjzj '-*-z:}zj^zzj 


aaaaQcraaQC 


ZZiZJZJZJ^^^^ZZ} ^ 


ggaaaccctc 


2100 


ttcggaagaa 


ZJZJ^ZZJ^ ^ 


gcccgacctc 


aacgcccggg 


tgaagagcgt 


C aQQQaQQC c 


2160 


QcqqaqcQCa 

Zj^zdzzj^zj^zz} 


tggccttcaa 


catgcccgtc 


caQQQcacccr 

^'-*-zz3zjzz)^^^^zzi 


ccgccgacct 


catgaagctc 


2220 


gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


a99^ggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga ggtggggatg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 582 
<211> 815 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 582 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 
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Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 



Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 
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Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 

Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 700 
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Arg Tyr Val 
705 



Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
710 715 720 



Ala Glu Arg 



Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 



Leu Met Lys 



Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 



Gly Ala Arg 
755 



Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
760 765 



Pro Gin Ala 
770 



Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
775 780 



Glu Lys Ala 
785 



Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
790 795 800 



Gly Glu Asp 



Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 



<210> 583 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 583 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 

ggccaccacc tggcctaccg tacctttttt gccctgaagg gcctcaccac cagccggggg 120 

gagccggtcc aggcggtgta cgggtttgcc aagagccttt tgaaggcgct aagagaagac 180 

ggggacgcgg tgatcgtggt ctttgacgcc gaggccccct ccttccgcca cgaggcctac 24 0 

ggggggtaca aggcggggcg ggctcccacc cccgaggact ttccccggca gcttgccctt 300 

atcaaggagc tggtggacct cctggggttt acccgcctcg aggtccccgg ctacgaggcg 360 

gacgacgttc tcgccaccct ggccaagaag gcggaaaagg aggggtacga ggtgcgcatc 420 

ctcaccgccg acaaagacct ttaccagctc ctttccgacc gcatccacgt cctccacccc 480 

gaggggtacc tcatcacccc ggcctggctt tgggaaaagt acggcctgag gcccgaccag 540 

tgggccgact accgggccct gaccggggac gagtccgaca accttcccgg ggtcaagggc 600 

atcggggaga agaccgccct caagctcctc aaggagtggg ggagcctgga agccctcctc 660 

aagaacctgg accggctgaa gcccgccatc cgggagaaga tcctggccca catggacgat 720 

ctgaagctct cctgggacct ggccaaggtg cgcaccgacc tgcccctgga ggtggacttc 780 

gccaaaaggc gggagcccga ccgggagggg cttaaggcct ttttggagag gctggagttc 840 
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ggcagcctcc 


tccacgagtt 


cggcctcctg ggaggggaga 


agccccggga 


ggaggccccc 


900 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


tttgtgcttt 


cccgcaagga 


gcccatgtgg 


960 


gccgatcttc 


tggccctggc 


cgcctgcagg ggcggccgcg 


tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


tcgccaagga 


cctcgccgtc 


1080 


ttggcctcga 


gggaggggct 


agacctcgtg 


cccggggacg 


accccatgct 


cctcgcctac 


1140 


ctcctggacc 


cttcgaacac 


cacccccgag 


ggggtggcgc 


ggcgctacgg 


gggggagtgg 


1200 


acggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


a99tggaaaa 


gcccctctcc 


1320 


cgggtcctgg 


cccatatgga 


ggccaccggg 


gtacggcggg 


acgtggccta 


ccttcaggcc 


1380 


ctttccctgg 


agcttgcgga 


ggagatccgc 


cgcctcgagg 


^99^g9tctt 


ccgcttggcg 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 


gggtgctctt 


tgacgagctt 


1500 


aggcttcccg 


ccttgaagaa 


gacgaagaag 


acaggcaagc 


gctccaccag 


cgccgcggtg 


1560 


ctggaggccc 


tacgggaggc 


ccaccccatc 


gtggagaaga 


tcctccagca 


ccgggagctc 


1620 


accaagctca 


agaacaccta 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


1680 


cgcctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


ggaggcttag 


tagctccgac 


1740 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttgggcc 


^9^99atccg 


ccgggccttc 


1800 


gtggccgagg 


cgggttgggc 


gttggtggcc 


ctggactata 


gccagataga 


gctccgcgtc 


1860 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


atcagggtct 


tccaggaggg 


gaaggacatc 


1920 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1980 


cgccgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg gcatgtccgc 


ccataggctc 


2040 


tcccaggagc 


ttgccatccc 


ctacgaggag 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


^9gtgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


^9cgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


99999cccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca 


ccaccaccac 


2520 



- 751 - 



<210> 584 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 584 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 

Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys 
195 200 205 

Leu Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 
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Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 
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Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val. Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 

840 





835 


<210> 


585 


<211> 


2499 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 585 
atgaattccc 


tgcccctctt 


tgagcccaag 


agccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gcacctcctt 


cgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtg 


120 


cagatggtct 


acggcttcgc 


ccggagcctc 


ctcaaggcct 


tgaaggagga 


cggacaggcg 


180 


gtggtcgtgg 


tctttgacgc 


caaggccccc 


tccttccgcc 


acgaggccta 


cgaggcctac 


240 


aaggcgggcc 


gggcccccac 


cccggaggac 


ttccccggca 


gctcgccctt 


atcaaggaga 


300 


tggtggacct 


tttgggcctg 


gcgcgcctcg 


aggtcccggg 


ctacgaggcg 


gacgacgttc 


360 


tcgccaccct 


ggccaagaag 


gcggaaaagg 


aggggtacga 


ggtgcgcatt 


ctaccgccga 


420 


ccgcgacctc 


taccaactcg 


tctccgaccg 


cgtcgccgtc 


ctccaccccg 


agggccacct 


480 


catcaccccg 


gagtggcttt 


gggagaagta 


cggcctcagg 


ccggagcagt 


gggtggactt 


540 


ccgcgccctc 


gtgggggacc 


cctccgacaa 


cctccccggg 


gtcaagggca 


tcggggagga 


600 


gacggcggcc 


aagctgatcc 


gggagtgggg 


aagcctggaa 


aaccttctta 


agcacctgga 


660 


acaggcgaaa 


cctgcctccg 


tgcgggagaa 


gatccttagc 


cacatggagg 


acctcaagct 


720 


atccctggag 


ctatcccggg 


tgcacacgga 


cttgcttctt 


cagtggactt 


taaggccctg 


780 


cgccgcagga 


cccccgacct 


ggagggcctg 


agggcctttt 


tggaggagct 


ggagttcggc 


840 


agcctcctcc 


acgagttcgg 


cctcctggag gcccccgccg 


cggcggagga 


agctccctgg 


900 


ccgccccccg 


agggagcctt 


cgtggggtac 


gttctttccc 


gccccgagcc 


catgtgggcg 


960 


gagcttaacg 


ccttggccgc 


cgcctggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


99a99tccgg ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg gactatagcc 


agatagagct 


ccgcgtcctc 


1860 
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gcccacctct ccggggacga aaacctgatc agggtcttcc aggaggggaa ggacatccac 1920 
acccagaccg caagctggat gttcggcgtc cccccggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agacggtgaa cttcggcgtc ctctacggca tgtccgccca taggctctcc 2040 
caggagcttg ccatccccta cgaggaggcg gtggccttta tagagcgcta cttccaaagc 2100 
ttccccaagg tgcgggcctg gatagaaaag accctggagg aggggaggaa gcggggctac 2160 
gtggaaaccc tcttcggaag aaggcgctac gtgcccgacc tcaacgcccg ggtgaagagc 2220 
gtcagggagg ccgcggagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 
ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggt 2499 
<210> 586 
<211> 811 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 586 

Met Glu Phe Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly Gly Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Gly Asp Arg Asp Leu 
130 135 140 
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Tyr Gin Leu Val Ser Asp Arg Val Ala Arg Pro Glu Gin Trp Val Asp 
145 150 155 160 

Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie Pro Gly Val Lys 
165 170 175 

Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu Glu Trp Gly Ser 
180 185 190 

Val Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys Pro Ala lie Arg 
195 200 205 

Glu Lys lie Leu Ala His Met Glu Asp Leu Lys Leu Ser Leu Glu Leu 
210 215 220 

Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp Leu Ala Gin Gly 
225 230 235 240 

Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe Leu Glu Arg Leu Glu 
245 250 255 

Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu Glu Ser Pro Val Ala 
260 265 270 

Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Tyr 
275 280 285 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Asn Ala Leu Ala 
290 295 300 

Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
305 310 315 320 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
325 330 335 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
340 345 350 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
355 360 365 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg 
370 375 380 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
385 390 395 400 

Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
405 410 415 

Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
420 425 430 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
435 440 445 

Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
450 455 460 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro 
465 470 475 480 
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Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
485 490 495 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
500 505 510 

Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu 
515 520 525 

Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
530 535 540 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
545 550 555 560 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
565 570 575 

Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin 
580 585 590 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
595 600 605 

Arg Val Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp 
610 615 620 

Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
625 630 635 640 

Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
645 650 655 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie 
660 665 670 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
675 680 685 

Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly 
690 695 700 

Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg 
705 710 715 720 

Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
725 730 735 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg 
740 745 750 

Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu 
755 760 765 

Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu 
770 775 780 

Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
785 790 795 800 



Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
805 810 
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<210> 587 

<211> 2433 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 587 



atggaattcc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gcaccttcca 


cgccctgaag ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagagaaga 


cggggatgtg 


180 


gtgatcgtgg 


tctttgacgc 


caaggccccc 


tccttccgcc 


acgaggccta 


cggggggtac 


240 


aaggcgggcc 


gggccccgac 


ccccgaggac 


ttcccccggc 


agctcgccct 


catcaaggag 


300 


ctggtggacc 


tcctggggct 


ggcgcgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtgcgcat 


tctcaccggc 


420 


gaccgcgacc 


tttaccaact 


cgtctccgac 


cgcgtcgcca 


ggccggagca 


gtgggtggac 


480 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


catcggggag 


540 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcgtgg 


aagccctcct 


caagaacctg 


600 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggagga 


cctcaagcta 


660 


tccctggagc 


tatcccgggt 


gcgcaccgac 


ctccccctgg 


aggtggacct 


cgcccagggg 


720 


cgggagcccg 


accgggaggg 


gcttaaggcc 


tttttggaga 


ggctggagtt 


cggaagcctc 


780 


ctccacgagt 


tcggcctgtt 


ggaaagcccg 


gtggcggcgg 


aggaagctcc 


ctggccgccc 


840 


^ ^ y ci y y y dy 


WW u u ^y *-y y y 


gtacgttctt 


tcccgccccg 




y y cy gay c t l. 




aacgccttgg 


ccgccgcctg 


gggcggccgc 


gtgcaccggg 


cagcagaccc 


cttggcgggg 


960 


ctaaaggacc 


tcaaggaggt 


ccggggcctc 


ctcgccaagg 


acctcgccgt 


cttggcctcg 


1020 


agggaggggc 


tagacctcgt 


gcccggggac 


gaccccatgc 


tcctcgccta 


cctcctggac 


1080 


ccttcgaaca 


ccacccccga 


gggggtggcg 


cggcgctacg 


ggggggagtg 


gacggaggac 


1140 


gccgcccacc 


gggccctcct 


ctcggagagg 


ctccatcgga 


acctccttaa 


gcgcctcgag 


1200 


9999^99^9^ 


agctcctttg 


gctctaccac 


gaggtggaaa 


agcccctctc 


ccgggtcctg 


1260 


gcccatatgg 


aggccaccgg 


ggtacggcgg 


gacgtggcct 


accttcaggc 


cctttccctg 


1320 


gagcttgcgg 


aggagatccg 


ccgcctcgag 


gaggaggtct 


tccgcttggc 


gggccacccc 


1380 


ttcaacctca 


actcccggga 


ccagctggaa 


agggtgctct 


ttgacgagct 


taggcttccc 


1440 


gccttgaaga 


agacgaagaa 


gacaggcaag 


cgctccacca 


gcgccgcggt 


gctggaggcc 


1500 
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ctacgggagg 


cccaccccat 


cgtggagaag 


atcctccagc 


accgggagct 


caccaagctc 


1560 


aagaacacct 


acgtggaccc 


cctcccaagc 


ctcgtccacc 


cgaggacggg 


ccgcctccac 


1620 


acccgcttca 


accagacggc 


cacggccacg 


gggaggctta 


gtagctccga 


ccccaacctg 


1680 


cagaacatcc 


ccgtccgcac 


ccccttgggc 


cagaggatcc 


gccgggcctt 


cgtggccgag 


1740 


gcgggttggg 


cgttggtggc 


cctggactat 


agccagatag 


agctccgcgt 


cctcgcccac 


1800 


ctctccgggg 


acgaaaacct 


gatcagggtc 


ttccaggagg 


ggaaggacat 


ccacacccag 


1860 


accgcaagct 


ggatgttcgg 


cgtccccccg 


gaggccgtgg 


accccctgat 


gcgccgggcg 


1920 


gccaagacgg 


tgaacttcgg 


cgtcctctac 


ggcatgtccg 


cccataggct 


ctcccaggag 


1980 


cttgccatcc 


cctacgagga 


ggcggtggcc 


tttatagagc 


gctacttcca 


aagcttcccc 


2040 


aaggtgcggg 


cctggataga 


aaagaccctg 


gaggagggga 


ggaagcgggg 


ctacgtggaa 


2100 


accctcttcg 


gaagaaggcg 


ctacgtgccc 


gacctcaacg 


cccgggtgaa 


gagcgtcagg 


2160 


gaggccgcgg 


agcgcatggc 


cttcaacatg 


cccgtccagg 


gcaccgccgc 


cgacctcatg 


2220 


aagctcgcca 


tggtgaagct 


cttcccccgc 


ctccgggaga 


tgggggcccg 


catgctcctc 


2280 


caggtcgcca 


acgagctcct 


cctggaggcc 


ccccaagcgc 


gggccgagga 


ggtggcggct 


2340 


ttggccaagg 


aggccatgga 


gaaggcctat 


cccctcgccg 


tgcccctgga 


ggtggaggtg 


2400 


gggatggggg 


aggactggct 


ttccgccaag 


ggt 






2433 



<210> 588 
<211> 811 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 588 

Met Glu Phe Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly Gly Tyr 
65 70 75 80 
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Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Gly Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Val Ser Asp Arg Val Ala Arg Pro Glu Gin Trp Val Asp 
145 150 155 160 

Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie Pro Gly Val Lys 
165 170 175 

Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu Glu Trp Gly Ser 
180 185 190 

Val Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys Pro Ala lie Arg 
195 200 205 

Glu Lys lie Leu Ala His Met Glu Asp Leu Lys Leu Ser Leu Glu Leu 
210 215 220 

Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp Leu Ala Gin Gly 
225 230 235 240 

Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe Leu Glu Arg Leu Glu 
245 250 255 

Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu Glu Ser Pro Val Ala 
260 265 270 

Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Tyr 
275 280 285 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Asn Ala Leu Ala 
290 295 300 

Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
305 310 315 320 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
325 330 335 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
340 345 350 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
355 360 365 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg 
370 375 380 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
385 390 395 400 

Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
405 410 415 
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Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
420 425 430 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
435 440 445 

Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
450 455 460 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro 
465 470 475 480 

Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
485 490 495 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
500 505 510 

Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu 
515 520 525 

Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
530 535 540 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
545 550 555 560 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
565 570 575 

Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin 
580 585 590 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
595 600 605 

Arg Val Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp 
610 615 620 

Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
625 630 635 640 

Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
645 650 655 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie 
660 665 670 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
675 680 685 

Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly 
690 695 700 

Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg 
705 710 715 720 

Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
725 730 735 



Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg 
740 745 750 
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Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu 
755 760 765 

Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu 
770 775 780 

Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
785 790 795 800 

Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
805 810 

<210> 589 
<211> 2493 
<212> DNA 

<213> Artificial Sequence 
<220> 



<223> Synthetic 



<400> 589 
atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtcc 


tcctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


cctcccgggg 


ggagccggtg 


120 


cagatggtct 


acggcttcgc 


ccggagcctc 


ctcaaggccc 


tcaaggagga 


cggggacgcg 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcgggga 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


ctggtggacc 


tcctggggtt 


tacccgcctc 


gaggtccccg 


gctacgaggc 


ggacgacgtt 


360 


ctcgccaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttccgac 


cgcattcacg 


tccttcaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcttga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgaatccgac 


aacctttccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tccttggagc 


tctcccgggt 


gcgcaccgac 


ctccccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggagag 


gcttagggcc 


tttctggaga 


ggcttgagtt 


tggcagcctc 


840 


ctccacgagt 


tcggcccttt 


ggaaagcccc 


^999ccgcgg 


aggaagctcc 


ctggccgccc 


900 


cccgagggag 


ccttcgtggg 


gtacgttctt 


tcccgccccg 


agcccatgtg 


ggcggagctt 


960 


aacgccttgg 


ccgccgccag 


gggcggccgc 


gtgcaccggg 


cagcagaccc 


cttggcgggg 


1020 


ctaaaggacc 


tcaaggaggt 


ccggggcctc 


ctcgccaagg 


acctcgccgt 


cttggcctcg 


1080 


agggaggggc 


tagacctcgt 


gcccggggac 


gaccccatgc 


tcctcgccta 


cctcctggac 


1140 
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ccttcgaaca 


ccacccccga 


gggggtggcg 


cggcgctacg 


ggggggagtg 


gacggaggac 


1200 


gccgcccacc 


gggccctcct 


ctcggagagg 


ctccatcgga 


acctccttaa 


gcgcctcgag 


1260 


ggggaggaga 


agctcctttg 


gctctaccac 


gaggtggaaa 


agcccctctc 


ccgggtcctg 


1320 


gcccatatgg 


aggccaccgg 


ggtacggcgg 


gacgtggcct 


accttcaggc 


cctttccctg 


1380 


gagcttgcgg 


aggagatccg 


ccgcctcgag 


gaggaggtct 


tccgcttggc 


gggccacccc 


1440 


ttcaacctca 


actcccggga 


ccagctggaa 


agggtgctct 


ttgacgagct 


taggcttccc 


1500 


gccttgaaga 


agacgaagaa 


gacaggcaag 


cgctccacca 


gcgccgcggt 


gctggaggcc 


1560 


ctacgggagg 


cccaccccat 


cgtggagaag 


atcctccagc 


accgggagct 


caccaagctc 


1620 


aagaacacct 


acgtggaccc 


cctcccaagc 


ctcgtccacc 


cgaggacggg 


ccgcctccac 


1680 


acccgcttca 


accagacggc 


cacggccacg 


gggaggctta 


gtagctccga 


ccccaacctg 


1740 


cagaacatcc 


ccgtccgcac 


ccccttgggc 


cagaggatcc 


gccgggcctt 


cgtggccgag 


1800 


gcgggttggg 


cgttggtggc 


cctggactat 


agccagatag 


agctccgcgt 


cctcgcccac 


1860 


ctctccgggg 


acgaaaacct 


gatcagggtc 


ttccaggagg 


ggaaggacat 


ccacacccag 


1920 


accgcaagct 


ggatgttcgg 


cgtccccccg 


gaggccgtgg 


accccctgat 


gcgccgggcg 


1980 


gccaagacgg 


tgaacttcgg 


cgtcctctac 


ggcatgtccg 


cccataggct 


ctcccaggag 


2040 


cttgccatcc 


cctacgagga 


ggcggtggcc 


tttatagagc 


gctacttcca 


aagcttcccc 


2100 


aaggtgcggg 


cctggataga 


aaagaccctg 


gaggagggga 


ggaagcgggg 


ctacgtggaa 


2160 


accctcttcg 


gaagaaggcg 


ctacgtgccc 


gacctcaacg 


cccgggtgaa 


gagcgtcagg 


2220 


gaggccgcgg 


agcgcatggc 


cttcaacatg 


cccgtccagg 


gcaccgccgc 


cgacctcatg 


2280 


aagctcgcca 


tggtgaagct 


cttcccccgc 


ctccgggaga 


tgggggcccg 


catgctcctc 


2340 


caggtcgcca 


acgagctcct 


cctggaggcc 


ccccaagcgc 


gggccgagga 


ggtggcggct 


2400 


ttggccaagg 


aggccatgga 


gaaggcctat 


cccctcgccg 


tgcccctgga 


ggtggaggtg 


2460 


gggatggggg 


aggactggct 


ttccgccaag 


ggt 






2493 



<210> 590 

<211> 831 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 590 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe Ala Arg 
35 40 45 

Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Ser Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala Phe Leu 
260 265 270 

Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Pro Leu Glu 
275 280 285 

Ser Pro Arg Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala 
290 295 300 

Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu 
305 310 315 320 
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Asn Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala Ala Asp 
325 330 335 

Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala 
340 345 350 

Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro 
355 360 365 

Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr 
370 375 380 

Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp 
385 390 395 400 

Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu 
405 410 415 

Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val 
420 425 430 

Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val 
435 440 445 

Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu 
450 455 460 

Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro 
465 470 475 480 

Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu 
485 490 495 

Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser 
500 505 510 

Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val 
515 520 525 

Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr 
530 535 540 

Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His 
545 550 555 560 

Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser 
565 570 575 

Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg 
580 585 590 

He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu 
595 600 605 

Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp 
610 615 620 

Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His Thr Gin 
625 630 635 640 



Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu 
645 650 655 
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Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met 
660 665 670 

Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala 
675 680 685 

Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala 
690 695 700 

Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu 
705 710 715 720 

Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val 
725 730 735 

Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val 
740 745 750 

Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe 
755 760 765 

Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn 
770 775 780 

Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala 
785 790 795 800 

Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu 
805 810 815 

Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

<210> 591 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 591 

agaaaggaag ggaagaaagc gaa 
<210> 592 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 592 

tggaggtcaa aacatcgata agtcgaagaa aggaagggaa gaaat 
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<210> 593 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 593 
tgttttgacc tcca 

<210> 594 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 594 

ggcgaccaca cccgtcctgt 

<210> 595 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 595 

ccacgatgcg tccggcgtag 

<210> 596 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 596 

acgggtcaat gtccatgccc caaaga 



<210> 


597 


<211> 


41 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(23) . . (23) 


<223> 


/note= "The residue at thi 


<400> 597 

gtctgagatg aaagtgctcc cgcacccacc 


<210> 


598 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 598 

tcttcgcaca tttcatctca gacgga 


<210> 


599 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modi f i ed_bas e 


<222> 


(1) . . (17) 



41 



26 



<223> /note= "The residues at these positions are 2' o-methyl sugars" 
<400> 599 

gctgtgcctt gggtggg 17 
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<210> 


600 




<211> 


21 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


modif ied_base 




<222> 


(1) . . (21) 




<223> 


/note= "The residues 


at 


<400> 600 

gctgtgcctt gggtgggtgc g 




<210> 


601 




<211> 


28 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 601 

aacgaggcgc acccacccaa ggcacagc 


<210> 


602 




<211> 


27 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


modif ied_base 




<222> 


(23) . . (27) 




<223> 


/note= "The residues 


at 


<400> 


602 





21 



28 



gtctgagatg aaagtgcgcc tcgttaa 27 
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<210> 603 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 603 

aacgaggcgc acccacccaa ggcacagc 

<210> 604 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 604 

tcttcgcaca tttcatctca gac 

<210> 605 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 605 

gctgtgcctt gggtgggtgc g 

<210> 606 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 606 

tcttcgcaca tttcatctca gacgga 



<210> 607 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 607 

gctgtgcctt gggtgggtgc 20 

<210> 608 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (15) . , (20) 

<223> /note= "The residues at these positions are 2' o-methyl sugars" 

<400> 608 

gctgtgcctt gggtgggtgc 2 0 

<210> 609 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (20) 

<223> /note= "The residues at these positions are 2' o-methyl sugars" 

<400> 609 

gctgtgcctt gggtgggtgc 20 
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<210> 610 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 610 

acgggtcaat gtccatgccc caaaga 

<210> 611 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 611 

aacgaggcgc acccacccaa ggcacagc 

<210> 612 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (23) . . (27) 

<223> /note= "The residues at these positions are 2' o-methyls 

<400> 612 

gtctgagatg aaagtgcgcc tcgttaa 

<210> 613 

<211> 17 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (17) 

<223> /note= "The residues at these positions are 2' o-methyls" 

<400> 613 
gctgtgcctt gggtggg 

<210> 614 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . , (19) 

<223> /note= "The residues at these positions are 2' o-methyls" 

<400> 614 

gctgtgcctt gggtgggtg 

<210> 615 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (21) 

<223> /note= "The residues at these positions are 2' o-methyls" 

<400> 615 

gctgtgcctt gggtgggtgc g 
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<210> 


616 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(1) . . (22) 


<223> 


/note= "The residues 


<400> 616 

gctgtgcctt gggtgggtgc gc 


<210> 


617 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


617 



22 



ccgtcaacat ttaccatggg tgcgga 26 
<210> 618 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 618 

ccgccacctc gtagtcgaca tccttttcgt g 31 
<210> 619 
<211> 29 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 619 

ttgataaatt tggggtggaa aggtttgga 

<210> 620 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 620 
agaactgaga ggaggcg 

<210> 621 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 621 

aacgaggcgc accaaactca ctcat 

<210> 622 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 622 

gtcatgtagg cttctatgta gttgatgaag atgta 

<210> 623 

<211> 26 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 623 

ggctttgtag atgcctttct cttgga 

<210> 624 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 624 
atgagtgagt ttggtgcg 

<210> 625 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 625 

ccaggaagca agtggtgcgc ctcgttt 

<210> 626 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 626 

aacgaggcgc accttggagg ca 

<210> 627 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 627 

aaggtttcct tctcagttgt gtta 

<210> 628 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 628 

gcaaagatgt ctgttacggt caactc 

<210> 629 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 629 
tgcctccaag gtgcgc 

<210> 630 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 630 

aacgaggcgc accttcaaaa tgcctaa 

<210> 631 

<211> 23 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 631 

tgtcactctc ctctttccaa tta 

<210> 632 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 632 

gaaaagagtt ccattatccg ctacatctg 

<210> 633 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 633 

ttaggcattt tgaaggtgcg c 

<210> 634 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 634 

aacgaggcgc accgttgtgt ccc 

<210> 635 

<211> 21 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 635 

gggatgtaga agccattcag a 

<210> 636 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 636 

ttgttgtgct gtgggggatg 

<210> 637 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 637 
gggacacaac ggtgcgc 

<210> 638 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 638 

ccgtcacgcc tccaccatat ccc 

<210> 639 

<211> 27 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 639 

ccagcggttt ccattggcaa agatcaa 

<210> 640 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 640 

cggaagaatg ggtcgaccat g 

<210> 641 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 641 
gggatatggt ggaggcg 

<210> 642 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 642 

aacgaggcgc accgttccag gc 

<210> 643 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 643 

catatccatg cagcaccacc atga 24 

<210> 644 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 644 

caaaatacag agtgaacaca gggcc 25 

<210> 645 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 645 

gcctggaacg gtgcgc 16 

<210> 646 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 646 

ccgtcacgcc tcatggataa tgccc 25 

<210> 647 

<211> 33 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 647 

caggtgagaa aaggcattac agatagtgaa age 

<210> 648 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 648 

cagaggaaag agagctgcag gg 

<210> 649 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 649 

gggcattatc catgaggcg 

<210> 650 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 650 

ccgtcacgcc tccctgctga gaaa 

<210> 651 

<211> 20 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 651 

cccgaggcat gcacggcgga 2 0 

<210> 652 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 652 

ggcaggaagg cctcc 15 

<210> 653 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 653 

tttctcagca gggaggcg 18 

<210> 654 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 654 

ccgtcacgcc tcgccccaca 20 

<210> 655 

<211> 28 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 655 

cagcacaggc tgttgaccat cataaaac 

<210> 656 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 656 

cttttccata ctttttatga cattc 

<210> 657 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 657 
tgtggggcga ggcg 

<210> 658 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 658 

aacgaggcgc acagttgacc ttc 

<210> 659 

<211> 19 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 659 

gtgatggcca gcacagggc 19 

<210> 660 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 660 

atacgttccc cacatttttc 20 

<210> 661 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 661 

tgaaggtcaa ctgtgcgc 18 

<210> 662 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 662 

aacgaggcgc acgtcataaa tacccc 26 

<210> 663 

<211> 21 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 663 

gccagcatag gctgttgaca c 

<210> 664 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 664 

agacttttct atacttttta taacattc 

<210> 665 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 665 

ggggtattca tgacgtgcgc 

<210> 666 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 666 

ccgtcacgcc tcctgtctgt gat 

<210> 667 

<211> 22 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 667 

tcctgacagt gctcaatcag ga 

<210> 668 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 668 

tcctgacaat gctcaatgag ga 

<210> 669 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 669 
gtcccggatg tggccc 

<210> 670 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 670 
atcacagaca ggaggcg 

<210> 671 

<211> 26 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 671 

aacgaggcgc acggactgtt ttctgc 

<210> 672 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 672 

cttgtcaaag tcctgatagt gctcctc 

<210> 673 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 673 

cttgttgaag tcttgatagt gttcctc 

<210> 674 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 674 

gcagaaaaca gtccgtgcgc 

<210> 675 

<211> 23 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 675 

ccgtcacgcc tcactgcggt cat 

<210> 676 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 676 

gtggataact gcatcagtgt atggcatttt 

<210> 677 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 677 

caagggttgg tagcctgtgt gagcc 

<210> 678 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 678 
atgaccgcag tgaggcg 

<210> 679 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 679 

ccgtcacgcc tcagagccaa tcac 24 

<210> 680 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 680 

cgatcatcaa gggatggtgg cctgtgc 27 

<210> 681 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 681 

ctgatcaatc tccttttgga ctttctctgc g 31 

<210> 682 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 682 

gtgattggct ctgaggcg 18 

<210> 683 

<211> 26 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 683 

ccgtcacgcc tcctcttcaa tttctg 26 

<210> 684 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 684 

ccctgtcaat ttcttcatga agttta 26 

<210> 685 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 685 

ggtatttcat gaggatcagg age 23 

<210> 686 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 686 

cagaaattga agaggaggcg 20 

<210> 687 

<211> 21 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 687 

aacgaggcgc accgggtccc a 

<210> 688 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 688 

tcccctgttt cttgaaaagt ccatgtgtga 

<210> 689 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 689 

aatccgtaga ggagcaccag g 

<210> 690 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 690 
tgggacccgg tgcgc 

<210> 691 

<211> 21 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 691 

ccgtcacgcc tcctcggcag g 21 

<210> 692 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 692 

cacaatatcg taggtaggag gtgccttaa 29 

<210> 693 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 693 

gccccatcga tctcctcc 18 

<210> 694 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 694 

cctgccgagg aggcg 15 

<210> 695 

<211> 23 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 695 

aacgaggcgc actaggcttt get 

<210> 696 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 696 

ttcatgtagt cagggtcata gacaattaag 

<210> 697 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 697 

tccccagaac catcgaggaa agg 

<210> 698 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 698 
agcaaagcct agtgcgc 

<210> 699 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 699 

aacgaggcgc acagaaggcc cctt 24 

<210> 700 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 700 

ccttgaacag caccagaaat agactgagca c 31 

<210> 701 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 701 

ggaagaaccc agagacacca tec 23 

<210> 702 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 702 

aaggggcctt ctgtgcgc 18 

<210> 703 

<211> 25 

<212> DNA 



- 796 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 703 

aacgaggcgc acgttgtgat acctt 

<210> 704 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 704 

gatgaaggcc ataaattaaa attgtgc 

<210> 705 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 705 
tgggtatgga acgtcc 

<210> 706 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 706 

aaggtatcac aacgtgcgc 

<210> 707 

<211> 14 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 707 
cccccttttg gggg 

<210> 708 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 708 

ccctatcttt aaagttttta aaaagtttga 

<210> 709 

■<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 709 

ccgccgagat cactctgact gcct 

<210> 710 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 710 

ttgtcactcg gggttcgaga agatgaa 

<210> 711 

<211> 19 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 711 

gggccagagg gctgattag 

<210> 712 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 712 
gggccagagg gctgatta 

<210> 713 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 713 
gggccagagg gctgat 

<210> 714 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 714 
gggccagagg get 

<210> 715 

<211> 11 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 715 

gggccagagg g 11 

<210> 716 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 716 

aggcagtcag agtgatc 17 

<210> 717 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 717 

aggcagtcag agtgatctc 19 

<210> 718 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 718 

cggaagaagc agttggtgat ctcggcgg 2 8 

<210> 719 

<211> 14 

<212> DNA 



- 800 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc__f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 719 

caacgcttcc tccg 14 
<210> 720 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 720 

ccgtcacgcc tctctgactg cct 23 
<210> 721 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 721 

ttgtcactcg gggttcgaga agatgaa 27 
<210> 722 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 722 

gggccagagg gctgattag 19 

- 801 - 



<210> 


723 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 723 
aggcagtcag agaggcg 


<210> 


724 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 724 

cggaagaagc agttggaggc gtgacggt 


<210> 


725 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos; 
dye 


<400> 725 
caacgcttcc tccg 


<210> 


726 


<211> 


25 


<212> 


DNA 



17 



28 



14 



- 802 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 726 

ccgtcacgcc tctctgactg cctgg 25 

<210> 727 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 727 

ttgtcactcg gggttcgaga agatgaa 27 

<210> 728 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 728 

ccaggcagtc agagaggcg 19 

<210> 729 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 729 

cggaagaagc agttggaggc gtgacggt 28 

<210> 730 

<211> 14 

<212> DNA 

<213> Artificial Sequence 



- 803 - 



<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 730 

caacgcttcc tccg 14 

<210> 731 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 731 

ccgccgagat cactctgact gcc 23 

<210> 732 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 732 

ttgtcactcg gggttcgaga agatgaa 27 

<210> 733 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 733 

tgggccagag ggctgatta 19 



- 804 - 



<210> 


734 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 734 
aggcagtcag agtgatc 


<210> 


735 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 735 

cggaagaagc agttggtgat ctcggcgg 


<210> 


736 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


Tnisc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 736 
caacgcttcc tccg 


<210> 


737 


<211> 


24 


<212> 


DNA 



17 



28 



14 



- 805 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 737 

ccgccgagat cactgatctg actg 24 

<210> 738 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 738 

cttgtcactc ggggttcgag aagac 25 

<210> 739 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 739 

cctgggccag agggctgatt 20 

<210> 740 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 740 

cagtcagatc agtgatc 17 

<210> 741 

<211> 28 

<212> DNA 



- 806 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 741 

cggaagaagc agttggtgat ctcggcgg 
<210> 742 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<2 2 1 > mi sc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing 

dye 

<400> 742 
caacgcttcc tccg 

<210> 743 

<211> 23- 

<212> DNA - 
<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 743 

ccgtcacgcc tctctgactg cca 
<210> 744 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 744 

ccgtcacgcc tctctgactg ccg 

- 807 - 



<210> 745 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 745 

ccgtcacgcc tctctgacgg cct 23 

<210> 746 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 746 

ccgtcacgcc tctctgacag cct 23 

<210> 747 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 747 

ttgtcactcg gggttcgaga agatgaa 2 7 

<210> 748 

<211> 11 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 748 

gggccagagg g 11 



- 808 - 



<210> 749 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 749 

aggcagtcag agaggcg 17 

<210> 750 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 750 

aggccgtcag agaggcg 17 

<210> 751 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 751 

aggctgtcag agaggcg 17 

<210> 752 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 752 

ccaggaagca agtggaggcg tgacggu 27 



- 809 - 



<210> 753 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> tnisc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 753 

cactgcttcg tgg 13 

<210> 754 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 754 

ccgccgagat cactctgatg cctggg 26 

<210> 755 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 755 

cttgtcactc ggggttcgag aagatgaa 28 

<210> 756 

<211> 20 

<212> DNA 



- 810 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 756 

cccaggcagt cagagtgatc 20 

<210> 757 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 757 

cggaggaagc agttggtgat ctcggcgg 28 



<210> 


758 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 758 
caacgcttcc tccg 


<210> 


759 


<211> 


25 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


759 



14 



ccgtcacgcc tccatctgtt taggg 25 

- 811 - 



<210> 760 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 760 

caggtcctgg aaggagcact ta 22 

<210> 761 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 761 

ccatcagctt ctttgttctt gtcatc 26 

<210> 762 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 762 

gccctaaaca gatggaggcg 20 

<210> 763 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 763 

cggaagaagc agttggaggc gtgacggt 28 



- 812- 



<210> 


764 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 764 
caacgcttcc tccg 


<210> 


765 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 765 

ccgtcacgcc tccatctgtt tagggc 


<210> 


766 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 766 

caggtcctgg aaggagcact ta 


<210> 


767 


<211> 


26 


<212> 


DNA 



14 



26 



22 



- 813 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 767 

catcagcttc tttgttcttg tcatcc 26 

<210> 768 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 768 

gccctaaaca gatggaggcg 20 

<210> 769 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 769 

cggaagaagc agttggaggc gtgacggt 2 8 

<210> 770 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 770 

caacgcttcc tccg 14 

<210> 771 

<211> 24 

<212> DNA 



- 814- 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 771 

ccgtcacgcc tccatctgtt tagg 

<210> 772 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 772 

caggtcctgg aaggagcact ta 

<210> 773 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 773 

gccatcagct tctttgttct tgtcatc 

<210> 774 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 774 

cggaagaagc agttggaggc gtgacggt 

<210> 775 

<211> 14 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 775 

caacgcttcc tccg 14 
<210> 776 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 776 

ccgtcacgcc tcccatcagc ttc 23 
<210> 777 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 777 

gagcacttca tctgtttagg ga 22 
<210> 778 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 778 

tttgttcttg tcatcctcat tgccac 26 

- 816 - 



<210> 


779 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 779 
gaagctgatg ggaggcg 


<210> 


780 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 780 

cggaagaagc agttggaggc gtgacggt 


<210> 


781 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 781 
caacgcttcc tccg 


<210> 


782 


<211> 


29 


<212> 


DNA 



17 



28 



14 



- 817 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 782 

ccgccgagat cactcatctg tttagggcc 2 9 

<210> 783 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 783 

ccgccgagat cactcatctg tttagggc 28 

<210> 784 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 784 

caggtcctgg aaggagcact a 21 

<210> 785 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 785 

ggccctaaac agatgagtga tc 22 

<210> 786 

<211> 28 

<212> DNA 



- 818 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 786 

cggaggaagc agttggtgat ctcggcgg 28 



<210> 


787 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) , . (4) 


<223> 


The residue at this 
dye 


<400> 787 
caacgcttcc tccg 


<210> 


788 


<211> 


24 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 788 

ccgtcacgcc tccagcaggt tggc 


<210> 


789 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


789 



14 



24 



gcttgaccca gggaggg 17 

- 819 - 



<210> 790 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 790 

gccaaggtgc tggaggcg 18 

<210> 791 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 791 

cggaagaagc agttggaggc gtgacggt 28 

<210> 792 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 



dye 



<400> 792 
caacgcttcc tccg 



14 



<210> 



793 



<211> 



23 



<212> DNA 



- 820 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 793 

ccgtcacgcc tccagcaggt tgg 23 

<210> 794 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 794 

gcttgaccca gggaggg 17 

<210> 795 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 795 

caatctcggt ctgcaaagca gac 23 

<210> 796 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 796 

gccaaggtgc tggaggcg 18 

<210> 797 

<211> 28 

<212> DNA 



. 821 - 



<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 797 

cggaagaagc agttggaggc gtgacggt 


28 


<210> 


798 




<211> 


14 




<212 > 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc_f eature 




<222> 


(4) . . (4) 




<223> 


The residue at this position is linked to 
dye 


a spacer bearing a Cy3 


<400> 798 
caacgcttcc tccg 


14 


<210> 


799 




<211> 


24 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 799 

ccgtcacgcc tctcagcagg ttgg 


24 


<210> 


800 




<211> 


22 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 


800 





actctagttt ttccttctcc ta 22 

- 822 - 



<210> 801 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 801 

caatctcggt ctgcaaagca gac 23 

<210> 802 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 802 

ccaacctgct gagaggcg 18 

<210> 803 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 803 

cggaagaagc agttggaggc gtgacggt 2 8 

<210> 804 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 



- 823 - 



<221> misc_f eature 

<222> .(4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 804 

caacgcttcc tccg 14 

<210> 805 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 805 

ccgccgagat cactctcctc attgaatcct 30 

<210> 806 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 806 

ccgccgagat cactctcctc attgaatcc 29 

<210> 807 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 807 

ccaaaagtcc agtgatgatt ttcaccaggc aaga 34 

<210> 808 

<211> 25 

<212> DNA 



- 824 - 



<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 808 

aggattcaat gaggaagagt gatct 


25 


<210> 


809 




<211> 


28 




<212> 


DNA 




<213> 


Art i f i c i a 1 Sequence 




<220> 






<223> 


Synthetic 




<400> 809 

cggaggaagc agttggtgat ctcggcgg 


28 


<210> 


810 




<211> 


14 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc_f eature 




<222> 


(4) . . (4) 




<223> 


The residue at this position is 
dye 


linked to a spacer bearing a Cy3 


<400> 810 
caacgcttcc tccg 


14 


<210> 


811 




<211> 


24 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 


811 





ccgtcacgcc tcctcctcat tgaa 24 

- 825 - 



<210> 812 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 812 

ccagtgatga ttttcaccag gcaagta 

<210> 813 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 813 

tccagattgg aagcatccat ct 

<210> 814 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 814 
ttcaatgagg aggaggc 

<210> 815 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 815 

cggaagaagc agttggaggc gtgacggt 



<210> 


816 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 816 
caacgcttcc tccg 


<210> 


817 


<211> 


23 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 817 

ccgtcacgcc tcctcctcat tga 


<210> 


818 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 818 

ccagtgatga ttttcaccag gcaac 


<210> 


819 


<211> 


23 


<212> 


DNA 



14 



23 



27 



- 827 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 819 

atccagattg gaagcatcca tct 


<210> 


820 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 820 
ttcaatgagg aggaggc 


<210> 


821 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 821 

cggaagaagc agttggaggc gtgacggt 


<210> 


822 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos; 
dye 


<400> 


822 



23 



17 



28 



caacgcttcc tccg 14 

- 828 - 



<210> 823 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 823 

ccgtcacgcc tcctcctcat tgaatg 26 

<210> 824 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 824 

ccgtcacgcc tcctcctcat tgaata 26 

<210> 825 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 825 

ccgtcacgcc tcctcctcat tgaatt 26 

<210> 826 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 826 

ccaaaagtcc agtgatgatt ttcaccaggc aagta 35 



- 829 - 



<210> 827 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 827 

cagattggaa gcatccatct 20 

<210> 828 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 828 

gattcaatga ggaggaggc . 19 

<210> 829 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 829 

ccaggaagca agtggaggcg tgacggu 27 

<210> 830 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 



- 830 - 



<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is 

<400> 830 
cactgcttcg tgg 

<210> 831 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 831 

ccgtcacgcc tccttcggag tttggt 

<210> 832 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 832 

ccgtcacgcc tccttcggag tttggtt 

<210> 833 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 833 

gggttgtgga gtgagtgttc aagta 

<210> 834 

<211> 24 

<212> DNA 



linked to a Z21 quenching group. 

13 



26 



27 



- 831 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 834 

aacccaaact ccgaaggcgg cgtg 

<210> 835 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 835 

cggaagaagc agttggaggc gtgacggt 

<210> 836 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) , . (4) 

<223> The residue at this position is linked to a spacer bearing 
dye 

<400> 836 
caacgcttcc tccg 

<210> 837 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 837 

gccgtcacgc ctctttgggt ttgcttgtc 

- 832 - 



<210> 838 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 838 

gccgtcacgc ctctttgggt ttgcttgt 2 8 

<210> 839 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 839 ' 
tggagtgagt gttcaagtct tcggaga 27 

<210> 840 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 840 

gacaagcaaa cccaaagagg eg 22 

<210> 841 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 841 

cggaagaagc agttggaggc gtgacggc 28 



- 833 - 



<210> 842 

<211> 14 

<212> DWA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is 
dye 

<400> 842 
caacgcttcc tccg 

<210> 843 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 843 

cctgtctcgc tgccttcgga gtttggg 

<210> 844 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 844 

cctgtctcgc tgccttcgga gtttgg 

<210> 845 

<211> 25 

<212> DNA 



linked to a spacer bearing a Cy3 



14 



27 



- 834 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 845 

gggttgtgga gtgagtgttc aagta 


<210> 


846 


<211> 


20 


<212> 


DNA 


<213> 


Art i f i c i a 1 S equence 


<220> 




<223> 


Synthetic 


<400> 846 

cccaaactcc gaaggcagcg 


<210> 


847 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 847 

cggaggaagc agttggcagc gagacagg 


<210> 


848 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modi f i ed_ba s e 


<222> 


(26) . . (26) 


<223> 


The modified nucleotide 


<400> 


848 



25 



20 



28 



cggaggaagc agttggcagc gagacagg 28 



- 835 - 



<210> 849 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (22) . . (22) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 849 

cggaggaagc agttggcagc gagacagg 28 

<210> 850 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (18) . . (18) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 850 

cggaggaagc agttggcagc gagacagg 28 

<210> 851 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 836 - 



<221> modif ied_base 

<222> (22) . . (22) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 
<220> 

<221> modif ied_base 

<222> (26) . . (26) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 851 

cggaggaagc agttggcagc gagacagg 2 8 

<210> 852 

<211> 2a 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (18) , . (18) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 
<220> 

<221> modif ied_base 

<222> (26) . , (26) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 852 

cggaggaagc agttggcagc gagacagg 28 

<210> 853 

<211> 28 

<212> DNA 



- 837 - 



<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 






^ o o n -v. 








<221> 


modif ied_base 






<222> 


(18) . . (18) 






<223> 


The modified nucleotide at this position 


is 


amino -deoxy adenosine 










<221> 


modif ied_base 






<222> 


(22) . . (22) 






<223> 


The modified nucleotide at this position 


is 


amino -deoxy adenosine 


<400> 853 

cggaggaagc agttggcagc gagacagg 




28 


<210> 


854 






<211> 


14 






<212> 


DNA 






<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 






<220> 








<221> 


misc_f eature 






<222> 


(4) . . (4) 






<223> 


The residue at this position is linked to 
dye 


a 


spacer bearing a Cy3 


<400> 854 
caacgcttcc tccg 




14 


<210> 


855 






<211> 


28 






<212> 


DNA 






<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 







- 838 - 



<400> 855 

gccgtcacgc ctctgggaca cttgctgc 

<210> 856 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 856 

gccacaatgg tcttgaagat cacagcttct 

<210> 857 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 857 

gcagcaagtg tcccagaggc g 

<210> 858 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 858 

cggaagaagc agttggaggc gtgacggc 

<210> 859 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 



<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 859 

caacgcttcc tccg 14 

<210> 860 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 860 

ccgtcacgcc tccttcggag tttggg 26 

<210> 861 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 861 

gggttgtgga gtgagtgttc aagta 25 

<210> 862 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 862 

gggaaactcc gaaggaggcg 2 0 

<210> 863 

<211> 27 

<212> DNA 



- 840 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 863 

ccaggaagca agtggaggcg tgacggu 27 

<210> 864 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

< 2 2 1 > mi s c_f ea t ure 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 864 

cactgcttcg tgg 13 

<210> 865 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 865 

cgccgagatc accttcggag tttggg 26 

<210> 866 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 866 

gggttgtgga gtgagtgttc aagta 25 



- 841 - 



<210> 867 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 867 

cccaaactcc gaaggtgatc 

<210> 868 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 868 

cggaagaagc agttggtgat ctcggcgg 

<210> 869 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is 
dye 

<400> 869 
caacgcttcc tccg 

<210> 870 

<211> 26 

<212> DNA 



28 



linked to a spacer bearing a Cy3 



- 842 . 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 870 

aacgaggcgc accttcggag tttggg 

<210> 871 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 871 

99gttgtgga gtgagtgttc aagta 

<210> 872 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 872 

cccaaactcc gaaggtgcg 

<210> 873 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 873 

cggaagaagc agttggtgcg cctcgtt 

<210> 874 

<211> 14 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 874 

caacgcttcc tccg 14 
<210> 875 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 875 

ccgtcacgcc tccttcggag tttgg 25 
<210> 876 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 876 

gggttgtgga gtgagtgttc aagta 25 
<210> 877 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 877 

gtttgcttgt ccaggtgg 18 

- 844 - 



<210> 


878 


<211> 


19 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 878 

ccaaactccg aaggaggcg 


<210> 


879 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 879 

cggaagaagc agttggaggc gtgacggt 


<210> 


880 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos; 
dye 


<400> 880 
caacgcttcc tccg 


<210> 


881 


<211> 


24 


<212> 


DNA 



19 



28 



14 



- 845 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 881 

ccgtcacgcc tccttcggag tttg 24 

<210> 882 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 882 

gggttgtgga gtgagtgttc aagta 25 

<210> 883 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 883 

gttttgcttg tccaggtgg 19 

<210> 884 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 884 

ccaaactccg aaggaggcg 19 

<210> 885 

<211> 28 

<212> DNA 



- 846 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 885 

cggaagaagc agttggaggc gtgacggt 2 8 

<210> 886 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 886 

caacgcttcc tccg 14 
<210> 887 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 887 

ccgtcacgcc tccttcggag ttt 23 
<210> 888 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 888 

gggttgtgga gtgagtgttc aagta 25 

- 847 - 



<210> 889 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 889 

gggtttgctt gtccaggtg 19 

<210> 890 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 890 

ccaaactccg aaggaggcg 19 

<210> 891 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 891 

cggaagaagc agttggaggc gtgacggt 28 

<210> 892 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 848 - 



<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 892 

caacgcttcc tccg 14 
<210> 893 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 893 

ccgtcacgcc tccggagttt ggg 23 
<210> 894 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 894 

gttgtggagt gagtgttcaa gtatta 26 
<210> 895 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 895 

tttgcttgtc caggtggtcc ag 22 



- 849 - 



<210> 896 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 896 

cccaaactcc ggaggcg 17 

<210> 897 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 897 

cggaagaagc agttggaggc gtgacggt 28 

<210> 898 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 



dye 



<400> 898 
caacgcttcc tccg 



14 



<210> 



899 



<211> 



23 



<212> 



DNA 



- 850 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 899 

cgccgagatc accggagttt ggg 

<210> 900 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 900 

gttgtggagt gagtgttcaa gtatta 

<210> 901 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 901 

tttgcttgtc caggtggtcc ag 

<210> 902 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 902 
ctagtggcct caaaccc 

<210> 903 

<211> 28 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 903 

cggaagaagc agttggtgat ctcggcgg 
<210> 904 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is 
dye 

<400> 904 
caacgcttcc tccg 

<210> 905 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 905 

cgccgagatc acctttacat tttctatcgt 
<210> 906 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 906 

cgccgagatc acctttacat tttctatcgt 

- 852 - 



linked to a spacer bearing a Cy3 



14 



30 



<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 907 

ccttccttat cctggatctt ggca 

<210> 908 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 908 

acgatagaaa atgtaaaggt gate 

<210> 909 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 909 

cgcagtgaga atgaggtgat ctcggcggt 

<210> 910 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 910 

ctcttctcag tgcg 14 

<210> 911 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 911 

gtttcttttg tgtctccgca ctgcc 25 

<210> 912 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 912 

ccagcagtaa atgctccagt tgtaga 26 

<210> 913 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 913 

tagaacttga agtaggtgc 19 

<210> 914 

<211> 19 

<212> DNA 



- 854 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 914 

caaagaaaac acaggaggc 19 

<210> 915 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 915 

ccaggaagca agtggaggcg tgacggu 27 

<210> 916 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> mis cofeature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 916 

cactgcttcg tgg 13 

<210> 917 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 917 

aacgaggcgc acctgtgttt tctttg 26 



- 855 - 



<210> 918 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 918 

ccagcagtaa atgctccagt tgtaga 

<210> 919 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 919 

tagaacttga agtaggtgc 

<210> 920 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 920 

caaagaaaac acaggtgcg 

<210> 921 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 921 

ccaggaagca agtggtgcgc ctcgttt 



<210> 922 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 922 

cactgcttcg tgg 13 

<210> 923 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 923 

ccgtcacgcc tcctccagtt gtag 24 

<210> 924 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 924 

aaaatcatct gtaaatccag cagtaaatga 30 

<210> 925 

<211> 20 

<212> DNA 



- 857 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 925 

ctgtgttttc tttgtagaac 

<210> 926 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 926 
ctacaactgg aggaggc 

<210> 927 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 927 

ccaggaagca agtggaggcg tgacggu 

<210> 928 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223,> The residue at this position is 

<400> 928 
cactgcttcg tgg 



17 



27 



linked to a Z21 quenching group. 

13 



- 858 - 



<210> 929 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 929 

aacgaggcgc acctccagtt gtag 

<210> 930 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 930 

aaaatcatct gtaaatccag cagtaaatga 

<210> 931 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 931 

ctgtgttttc tttgtagaac 

<210> 932 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 932 
ctacaactgg aggtgcg 



<210> 933 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 933 

ccaggaagca agtggtgcgc ctcgttt 27 

<210> 934 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 934 

cactgcttcg tgg 13 

<210> 935 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 935 

ccgtcacgcc tcctgtgttt tctttgta 28 

<210> 936 

<211> 32 

<212> DNA 



- 860 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 936 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 937 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 937 

gaacttgaag taggtgcact gtt 23 

<210> 938 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 938 

tacaaagaaa acacaggagg cgt 23 

<210> 939 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 939 

ccaggaagca agtggaggcg tgacggu 27 

<210> 940 

<211> 13 

<212> DNA 



- 861 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> nnisc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 940 

cactgcttcg tgg 13 

<210> 941 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 941 

aacgaggcgc acctgtgttt tctttgta 28 

<210> 942 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 942 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 943 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 943 

gaacttgaag taggtgcact gtt 23 



- 862 - 



<210> 944 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 944 

tacaaagaaa acacaggtgc g 

<210> 945 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 945 

ccaggaagca agtggtgcgc ctcgttt 

<210> 946 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . , (3) 

<223> The residue at this position is 

<400> 946 
cactgcttcg tgg 

<210> 947 

<211> 24 

<212> DNA 



27 



linked to a Z21 quenching group. 

13 



- 863 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 947 

ccgtcacgcc tcctccagtt gtaa 24 

<210> 948 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 948 

ccgtcacgcc tcctccagtt gtat 24 

<210> 949 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 949 

ccgtcacgcc tcctccagtt gtac 24 

<210> 950 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 950 

aaaatcatct gtaaatccag cagtaaatga 30 

<210> 951 

<211> 20 

<212> DNA 



- 864 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 951 

ctgtgttttc tttgtagaac 

<210> 952 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 952 
ctacaactgg aggaggc 

<210> 953 

<211> 27 

<212> DNA 

<213 > Artificial Sequence 
<220> 

<223> Synthetic 

<400> 953 

ccaggaagca agtggaggcg tgacggu 

<210> 954 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> rnisc^f eature 

<222> (3) . . (3) 

<223> The residue at this position is 

<400> 954 
cactgcttcg tgg 



17 



27 



linked to a Z21 quenching group. 

13 



- 865 - 



<210> 955 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 955 

gccgtcacgc ctcccttctt gatg 24 

<210> 956 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 956 

ttctagacac tgaagatgtt tcagttctgt gga 33 

<210> 957 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 957 

catgcccaag aagggaggcg 2 0 

<210> 958 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 958 

cggaagaagc agttggaggc gtgacggc 2 8 



- 866 - 



<210> 


959 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


Tnisc_f eature 


<222> 


(4) , . (4) 


<223> 


The residue at this 



dye 

<400> 959 

caacgcttcc tccg 14 
<210> 960 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 960 

ccgtcacgcc tctaattcca ttcaaaatca tct 33 
<210> 961 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 961 

catcctggtg agtttgggat tcttgtaatt tata 34 
<210> 962 
<211> 25 
<212> DNA 



- 867 



1 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 962 

gtaaatccag cagtaaatgc tccag 


<210> 


963 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 963 

agatgatttt gaatggaatt agaggcg 


<210> 


964 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 964 

cggaagaagc agttggaggc gtgacggc 


<210> 


965 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 


965 



25 



27 



28 



caacgcttcc tccg 14 

- 868 - 



<210> 966 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 966 

ccgccgagat cacctgtgtt ttctttgta 2 9 

<210> 967 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 967 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 968 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 968 

gaacttgaag taggtgcact gtt 23 

<210> 969 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 969 

gaacttgaag taggtgcact gtt 23 



- 869 - 



<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 970 

gaacttgaag taggtgcact gtt 

<210> 971 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 971 

gaacttgaag taggtgcact gtt 

<210> 972 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 972 

tacaaagaaa acacaggtga tct 

<210> 973 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 973 

cggaggaagc agttggtgat ctcggcgg 



<210> 


974 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


Tnisc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 



dye 

<400> 974 

caacgcttcc tccg 14 
<210> 975 
<211> 26 
<212> DNA 

<213 > Artificial Sequence 
<220> 

<223> Synthetic 
<400> 975 

aacgaggcgc acccttcttg ggcatg 26 
<210> 976 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 976 

ttctagacac tgaagatgtt tcagttctgt gga 33 
<210> 977 
<211> 19 
<212> DNA 



- 871 - 



